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Description

Field of the Invention

�[0001] The present invention relates to synthetic DNA sequences which encode one or more collections of homologous
proteins/�(poly)�peptides, and methods for generating and applying libraries of these DNA sequences. In particular, the
invention relates to the preparation of a library of human-�derived antibody genes by the use of synthetic consensus
sequences which cover the structural repertoire of antibodies encoded in the human genome. Furthermore, the invention
relates to the use of a single consensus antibody gene as a universal framework for highly diverse antibody libraries.

Background to the Invention

�[0002] All current recombinant methods which use libraries of proteins/�(poly)�peptides, e.g. antibodies, to screen for
members with desired properties, e.g. binding a given ligand, do not provide the possibility to improve the desired
properties of the members in an easy and rapid manner. Usually a library is created either by inserting a random
oligonucleotide sequence into one or more DNA sequences cloned from an organism, or a family of DNA sequences is
cloned and used as the library. The library is then screened, e.g. using phage display, for members which show the
desired property. The sequences of one or more of these resulting molecules are then determined. There is no general
procedure available to improve these molecules further on.
�[0003] Winter (EP 0 368 684 B1) has provided a method for amplifying (by PCR), cloning, and expressing antibody
variable region genes. Starting with these genes he was able to create libraries of functional antibody fragments by
randomizing the CDR3 of the heavy and/or the light chain. This process is functionally equivalent to the natural process
of VJ and VDJ recombination which occurs during the development of B- �cells in the immune system.
�[0004] However the Winter invention does not provide a method for optimizing the binding affinities of antibody frag-
ments further on, a process which would be functionally equivalent to the naturally occurring phenomenon of "affinity
maturation", which is provided by the present invention. Furthermore, the Winter invention does not provide for artificial
variable region genes, which represent a whole family of structurally similar natural genes, and which can be assembled
from synthetic DNA oligonucleotides. Additionally, Winter does not enable the combinatorial assembly of portions of
antibody variable regions, a feature which is provided by the present invention. Furthermore, this approach has the
disadvantage that the genes of all antibodies obtained in the screening procedure have to be completely sequenced,
since, except for the PCR priming regions, no additional sequence information about the library members is available.
This is time and labor intensive and potentially leads to sequencing errors.
�[0005] The teaching of Winter as well as other approaches have tried to create large antibody libraries having high
diversity in the complementarity determining regions (CDRs) as well as in the frameworks to be able to find antibodies
against as many different antigens as possible. It has been suggested that a single universal framework may be useful
to build antibody libraries, but no approach has yet been successful.
�[0006] John de Kruif et al., J. Mol. Biol. (April 1995), vol. 248, 97-105, disclose a semi-�synthetic phage antibody display
library with designed CDR3 regions.
�[0007] Another problem lies in the production of reagents derived from antibodies. Small antibody fragments show
exciting promise for use as therapeutic agents, diagnostic reagents, and for biochemical research. Thus, they are needed
in large amounts, and the expression of antibody fragments, e.g. Fv, single-�chain Fv (scFv), or Fab in the periplasm of
E. coli (Skerra & Plückthun, 1988; Better et al., 1988) is now used routinely in many laboratories. Expression yields vary
widely, however. While some fragments yield up to several mg of functional, soluble protein per liter and OD of culture
broth in shake flask culture (Carter et al., 1992, Ptückthun et al. 1996), other fragments may almost exclusively lead to
insoluble material, often found in so-�called inclusion bodies. Functional protein may be obtained from the latter in modest
yields by a laborious and time-�consuming refolding process. The factors influencing antibody expression levels are still
only poorty understood. Folding efficiency and stability of the antibody fragments, protease lability and toxicity of the
expressed proteins to the host cells often severely limit actual production levels, and several attempts have been tried
to increase expression yields. For example, Knappik & Plückthun (1995) could show that expression yield depends on
the antibody sequence. They identified key residues in the antibody framework which influence expression yields dra-
matically. Similarly, Ullrich et al. (1995) found that point mutations in the CDRs can increase the yields in periplasmic
antibody fragment expression. Nevertheless, these strategies are only applicable to a few antibodies. Since the Winter
invention uses existing repertoires of antibodies, no influence on expressibility of the genes is possible.�
�[0008] Furthermore, the findings of Knappik & Plückthun and Ullrich demonstrate that the knowledge about antibodies,
especially about folding and expression is still increasing. The Winter invention does not allow to incorporate such
improvements into the library design.
�[0009] The expressibility of the genes is important for the library quality as well, since the screening procedure relies
in most cases on the display of the gene product on a phage surface, and efficient display relies on at least moderate
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expression of the gene.
�[0010] These disadvantages of the existing methodologies are overcome by the present invention.
�[0011] The invention is a modular vector as defined in the claims, and the specification.
�[0012] Artificial antibodies and fragments thereof can be constructed based on known antibody sequences, which
reflect the structural properties of a whole group of homologous antibody genes. Therefore it is possible to reduce the
number of different genes without any loss in the structural repertoire. This approach leads to a limited set of artificial
genes, which can be synthesized de novo, thereby allowing introduction of cleavage sites and removing unwanted
cleavages sites. Furthermore, this approach enables (i), adapting the codon usage of the genes to that of highly expressed
genes in any desired host cell and (ii); analyzing all possible pairs of antibody light (L) and heavy (H) chains in terms of
interaction preference, antigen preference or recombinant expression titer, which is virtually impossible using the com-
plete collection of antibody genes of an organism and all combinations thereof.
�[0013] The use of a limited set of completely synthetic genes makes it possible to create cleavage sites at the boundaries
of encoded structural sub-�elements. Therefore, each gene is built up from modules which represent structural sub-
elements on the protein/�(poly) �peptide level. In the case of antibodies, the modules consist of "framework" and "CDR"
modules. By creating separate framework and CDR modules, different combinatorial assembly possibilities are enabled.
Moreover, if two or more artificial genes carry identical pairs of cleavage sites at the boundaries of each of the genetic
sub-�elements, pre-�built libraries of sub-�elements can be inserted in these genes simultaneously, without any additional
information related to any particular gene sequence. This strategy enables rapid optimization of, for example, antibody
affinity, since DNA cassettes encoding libraries of genetic sub-�elements can be (i), pre- �built, stored and reused and (ii),
inserted in any of these sequences at the right position without knowing the actual sequence or having to determine the
sequence of the individual library member.
�[0014] Additionally, new information about amino acid residues important for binding, stability, or solubility and ex-
pression could be integrated into the library design by replacing existing modules with modules modified according to
the new observations.
�[0015] The limited number of consensus sequences used for creating the library allows to speed up the identification
of binding antibodies after screening. After having identified the underlying consensus gene sequence, which could be
done by sequencing or by using fingerprint restriction sites, just those part�(s) comprising the random sequence�(s) have
to be determined. This reduces the probability of sequencing errors and of false-�positive results.
�[0016] The above mentioned cleavage sites can be used only if they are unique in the vector system where the artificial
genes have been inserted. As a result, the vector has to be modified to contain none of these cleavage sites. The
construction of a vector consisting of basic elements like resistance gene and origin of replication, where cleavage sites
have been removed, is of general interest for many cloning attempts. Additionally, these vector�(s) could be part of a kit
comprising the above mentioned artificial genes and pre-�built libraries.
�[0017] The collection of artificial genes can be used for a rapid humanization procedure of non-�human antibodies,
preferably of rodent antibodies. First, the amino acid sequence of the non-�human, preferably rodent antibody is compared
with the amino acid sequences encoded by the collection of artificial genes to determine the most homologous light and
heavy framework regions. These genes are then used for insertion of the genetic sub-�elements encoding the CDRs of
the non-�human, preferably rodent antibody.
�[0018] Surprisingly, it has been found that with a combination of only one consensus sequence for each of the light
and heavy chains of a scFv fragment an antibody repertoire could be created yielding antibodies against virtually every
antigen. The use of a single consensus sequence as a universal framework for the creation of useful (poly)�peptide
libraries and antibody consensus sequences useful therefor is disclosed.

Detailed Description of the Invention

�[0019] The creation of useful libraries of (poly)�peptides is disclosed. A method of setting up nucleic acid sequences
suitable for the creation of said libraries is provided. In a first step, a collection of at least three homologous proteins is
identified and then analyzed. Therefore, a database of the protein sequences is established where the protein sequences
are aligned to each other. The database is used to define subgroups of protein sequences which show a high degree
of similarity in both the sequence and, if information is available, in the structural arrangement. For each of the subgroups
a (poly) �peptide sequence comprising at least one consensus sequence is deduced which represents the members of
this subgroup; the complete collection of (poly) �peptide sequences represent therefore the complete structural repertoire
of the collection of homologous proteins. These artificial (poly)�peptide sequences are then analyzed, if possible, according
to their structural properties to identify unfavorable interactions between amino acids within said (poly)�peptide sequences
or between said or other (poly) �peptide sequences, for example, in multimeric proteins. Such interactions are then removed
by changing the consensus sequence accordingly. The (poly)�peptide sequences are then analyzed to identify sub-
elements such as domains, loops, helices or CDRs. The amino acid sequence is backtranslated into a corresponding
coding nucleic acid sequence which is adapted to the codon usage of the host planned for expressing said nucleic acid
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sequences. A set of cleavage sites is set up in a way that each of the sub- �sequences encoding the sub- �elements identified
as described above, is flanked by two sites which do not occur a second time within the nucleic acid sequence. This
can be achieved by either identifying a cleavage site already flanking a sub- �sequence of by changing one or more
nucleotides to create the cleavage site, and by removing that site from the remaining part of the gene. The cleavage
sites should be common to all corresponding sub-�elements or sub-�sequences, thus creating a fully modular arrangement
of the sub- �sequences in the nucleic acid sequence and of the sub- �elements in the corresponding (poly)�peptide.
�[0020] Provided is a method of setting up one or more nucleic acid sequences encoding one or more (poly)�peptide
sequences suitable for the creation of libraries of (poly)�peptides said (poly)�peptide sequences comprising amino acid
consensus sequences, said method comprising the following steps:�

(a) deducing from a collection of at least three homologous proteins one or more (poly)�peptide sequences comprising
at least one amino acid consensus sequence;
(b) optionally, identifying amino acids in said (poly)�peptide sequences to be modified so as to remove unfavorable
interactions between amino acids within or between said or other (poly) �peptide sequences;
(c) identifying at least one structural sub- �element within each of said (poly) �peptide sequences;
(d) backtranslating each of said (poly)�peptide sequences into a corresponding coding nucleic acid sequence;
(e) setting up cleavage sites in regions adjacent to or between the ends of sub-�sequences encoding said sub-
elements, each of said cleavage sites:�

(ea) being unique within each of said coding nucleic acid sequences;
(eb) being common to the corresponding sub-�sequences of any said coding nucleic acids.

�[0021] Further disclosed is a method which sets up two or more sets of (poly)�peptides, where for each set the method
as described above is performed, and where the cleavage sites are not only unique within each set but also between
any two sets. This method can be applied for the creation of (poly) �peptide libraries comprising for example two α-�helical
domains from two different proteins, where said library is screened for novel hetero- �association domains.
�[0022] Particularly preferred is a method of setting up two or more sets of one or more nucleic acid sequences
comprising executing the steps (a) to (e) described above for each of said sets with the additional provision that said
cleavage sites are unique between said sets.
�[0023] A least two of the sets as described above, are derived from the same collection of proteins or at least a part
of it. This describes libraries comprising for example, but not limited to, two domains from antibodies such as VH and
VL, or two extracellular loops of transmembrane receptors.
�[0024] The nucleic acid sequences set up as described above, are synthesized. This can be achieved by any one of
several methods well known to the practitioner skilled in the art, for example, by total gene synthesis or by PCR-�based
approaches.
�[0025] The nucleic acid sequences are cloned into a vector. The vector could be a sequencing vector, an expression
vector or a display (e.g. phage display) vector, which are well known to those skilled in the art. Any vector could comprise
one nucleic acid sequence, or two or more nucleic sequences, either in different or the same operon. In the last case,
they could either be cloned separately or as contiguous sequences.
�[0026] The removal of unfavorable interactions as described above, leads to enhanced expression of the modified
(poly)�peptides.
�[0027] One or more sub-�sequences of the nucleic acid sequences are replaced by different sequences. This can be
achieved by excising the sub- �sequences using the conditions suitable for cleaving the cleavage sites adjacent to or at
the end of the sub-�sequence, for example, by using a restriction enzyme at the corresponding restriction site under the
conditions well known to those skilled in the art, and replacing the sub-�sequence by a different sequence compatible
with the cleaved nucleic acid sequence.
�[0028] Said different sequences are selected from the group of different sub-�sequences encoding the same or different
sub-�elements derived from the same or different (poly) �peptides:
�[0029] The different sequences replacing the initial sub-�sequence �(s) are genomic or rearranged genomic sequences,
for example in grafting CDRs from non-�human antibodies onto consensus antibody sequences for rapid humanization
of non-�human antibodies. In the most preferred embodiment, the different sequences are random sequences, thus
replacing the sub-�sequence by a collection of sequences to introduce variability and to create a library. The random
sequences can be assembled in various ways, for example by using a mixture of mononucleotides or preferably a mixture
of trinucleotides (Virnekäs et al., 1994) during automated oligonucleotide synthesis, by error- �prone PCR or by other
methods well known to the practitioner in the art. The random sequences may be completely randomized or biased
towards or against certain codons according to the amino acid distribution at certain positions in known protein sequences.
Additionally, the collection of random sub-�sequences may comprise different numbers of codons, giving rise to a collection
of sub-�elements having different lengths.
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�[0030] The nucleic acid sequences can be expressed from a suitable vector and under suitable conditions well known
to those skilled in the art.
�[0031] The (poly)�peptides expressed from said nucleic acid sequences are screened and, optionally, optimized.
Screening may be performed by using one of the methods well known to the practitioner in the art, such as phage-
display, selectively infective phage, polysome technology to screen for binding, assay systems for enzymatic activity or
protein stability. (Poly)�peptides having the desired property can be identified by sequencing of the corresponding nucleic
acid sequence or by amino acid sequencing or mass spectrometry. In the case of subsequent optimization, the nucleic
acid sequences encoding the initially selected (poly) �peptides can optionally be used without sequencing. Optimization
is performed by repeating the replacement of sub-�sequences by different sequences, preferably by random sequences,
and the screening step one or more times.
�[0032] The desired property the (poly)�peptides are screened for is preferably, but not exclusively, selected from the
group of optimized affinity or specificity for a target molecule, optimized enzymatic activity, optimized expression yields,
optimized stability and optimized solubility.
�[0033] The cleavage sites flanking the sub-�sequences are sites recognized and cleaved by restriction enzymes, with
recognition and cleavage sequences being either identical or different, the restricted sites either having blunt or sticky
ends.
�[0034] The length of the sub-�elements is preferably, but not exclusively ranging between 1 amino acid, such as one
residue in the active site of an enzyme or a structure- �determining residue, and 150 amino acids, as for whole protein
domains. Most preferably, the length ranges between 3 and 25 amino acids, such as most commonly found in COR
loops of antibodies.
�[0035] The nucleic acid sequences could be RNA or, preferably, DNA.
�[0036] The (poly) �peptides have an amino acid pattern characteristic of a particular species. This can for example be
achieved by deducing the consensus sequences from a collection of homologous proteins of just one species, most
preferably from a collection of human proteins. Since the (poly) �peptides comprising consensus sequences are artificial,
they have to be compared to the protein sequence�(s) having the closest similarity to ensure the presence of said
characteristic amino acid pattern.
�[0037] The creation of libraries of (poly)�peptides comprising at least part of members or derivatives of the immunoglob-
ulin superfamily is disclosed preferably of member or derivatives of the immunoglobulins. Most preferably, the invention
provides for the creation of libraries of human antibodies, wherein said (poly)�peptides are or are derived from heavy or
light chain variable regions wherein said structural sub-�elements are framework regions (FR) 1, 2, 3, or 4 or complementary
determining regions (CDR) 1, 2, or 3. In a first step, a database of published antibody sequences of human origin is
established where the antibody sequences are aligned to each other. The database is used to define subgroups of
antibody sequences which show a high degree of similarity in both the sequence and the canonical fold of CDR loops
(as determined by analysis of antibody structures). For each of the subgroups a consensus sequence is deduced which
represents the members of this subgroup; the complete collection of consensus sequences represent therefore the
complete structural repertoire of human antibodies.�
These artificial genes are then constructed e.g. by total gene synthesis or by the use of synthetic genetic subunits. These
genetic subunits correspond to structural sub-�elements on the (poly) �peptide level. On the DNA level, these genetic
subunits are defined by cleavage sites at the start and the end of each of the sub-�elements, which are unique in the
vector system. All genes which are members of the collection of consensus sequences are constructed such that they
contain a similar pattern of corresponding genetic sub-�sequences. Most preferably, said (poly)�peptides are or are derived
from the HuCAL consensus genes: Vκ1, Vκ2, Vκ3, Vκ4, Vλ1, Vλ2, Vλ3, VH1A, VH1B, VH2, VH3, VH4, VH5, VH6, Cκ,
Cλ, CH1 or any combination of said HuCAL consensus genes. �
This collection of DNA molecules can then be used to create libraries of antibodies or antibody fragments, preferably
Fv, disulphide- �linked Fv, single- �chain Fv (scFv), or Fab fragments, which may be used as sources of specificities against
new target antigens. Moreover, the affinity of the antibodies can be optimized using pre-�built library cassettes and a
general procedure. A method for identifying one or more genes encoding one or more antibody fragments which binds
to a target, is disclosed comprising the steps of expressing the antibody fragments, and then screening them to isolate
one or more antibody fragments which bind to a given target molecule. Preferably, an scFv fragment library comprising
the combination of HuCAL VH3 and HuCAL Vλ2 consensus genes and at least a random sub-�sequence encoding the
heavy chain CDR3 sub- �element is screened for binding antibodies. If necessary, the modular design of the genes can
then be used to excise from the genes encoding the antibody fragments one or more genetic sub-�sequences encoding
structural sub-�elements, and replacing them by one or more second sub- �sequences encoding structural sub- �elements.
The expression and screening steps can then be repeated until an antibody having the desired affinity is generated.
Particularly preferred is a method in which one or more of the genetic subunits (e.g. the CDRs) are replaced by a random
collection of sequences (the library) using the said cleavage sites. Since these cleavage sites are (i) unique in the vector
system and (ii) common to all consensus genes, the same (pre- �built) library can be inserted into all artificial antibody
genes. The resulting library is then screened against any chosen antigen. Binding antibodies are selected, collected
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and used as starting material for the next library. Here, one or more of the remaining genetic subunits are randomized
as described above.
�[0038] A further embodiment relates to fusion proteins by providing for a DNA sequence which encodes both the (poly)
peptide, as described above, as well as an additional moiety. Particularly preferred are moieties which have a useful
therapeutic function. For example, the additional moiety may be a toxin molecule which is able to kill cells (Vitetta et al.,
1993). There are numerous examples of such toxins, well known to the one skilled in the art, such as the bacterial toxins
Pseudomonas exotoxin A, and diphtheria toxin, as well as the plant toxins ricin, abrin, modeccin, saporin, and gelonin.
By fusing such a toxin for example to an antibody fragment, the toxin can be targeted to, for example, diseased cells,
and thereby have a beneficial therapeutic effect. Alternatively, the additional moiety may be a cytokine, such as IL-�2
(Rosenberg & Lotze, 1986), which has a particular effect (in this case a T-�cell proliferative effect) on a family of cells. In
a further embodiment, the additional moiety may confer on its (poly)�peptide partner a means of detection and/or purifi-
cation. For example, the fusion protein could comprise the modified antibody fragment and an enzyme commonly used
for detection purposes, such as alkaline phosphatase (Blake et al., 1984). There are numerous other moieties which
can be used as detection or purification tags, which are well known to the practitioner skilled in the art. Particularly
preferred are peptides comprising at least five histidine residues (Hochuli et al., 1988), which are able to bind to metal
ions, and can therefore be used for the purification of the protein to which they are fused (Lindner et al., 1992). Also
provided for are additional moieties such as the commonly used C- �myc and FLAG tags (Hopp et al., 1988; Knappik &
Plückthun, 1994).
�[0039] Disclosed is a method, wherein at least part of said (poly)�peptide sequences or (poly)�peptides is connected to
a sequence encoding at least one additional moiety or to at least one additional moiety, respectively.
�[0040] Particularly preferred is a method, wherein said connection is formed via a contiguous nucleic acid sequence
or amino acid sequence, respectively.
�[0041] Most preferably, said additional moiety is a toxin, a cytokine, a reporter enzyme, a moiety being capable of
binding a metal ion, a peptide, a tag suitable for detection and/or purification, or a homo- or hetero-�association domain.
�[0042] Particularly preferred is a method wherein the expression of said nucleic acid sequences results in the generation
of a repertoire of biological activities and/or specificities, preferably in the generation of a repertoire based on a universal
framework.
�[0043] By engineering one or more fused additional domains, antibody fragments or any other (poly)�peptide can be
assembled into larger molecules which also fall under the scope of the present invention. For example, mini-�antibodies
(Pack, 1994) are dimers comprising two antibody fragments, each fused to a self-�associating dimerization domain.
Dimerization domains which are particularly preferred include those derived from a leucine zipper (Pack & Plückthun,
1992) or helix-�turn-�helix motif (Pack et al., 1993).
�[0044] All of the above embodiments of the present invention can be effected using standard techniques of molecular
biology known to anyone skilled in the art.
�[0045] In a further embodiment, the random collection of sub- �sequences (the library) is inserted into a singular nucleic
acid sequence encoding one (poly)�peptide, thus creating a (poly)�peptide library based on one universal framework.
Preferably a random collection of CDR sub-�sequences is inserted into a universal antibody framework, for example into
the HuCAL H3κ2 single-�chain Fv fragment described above.
�[0046] Disclosed are nucleic acid sequence�(s), vector�(s) containing the nucleic acid sequence�(s), host cell�(s) con-
taining the vector�(s), and (poly) �peptides, obtainable according to the methods described above.
�[0047] A method of producing a (poly)�peptide or a collection of (poly)�peptides as defined above comprising culturing
a host cell of the present invention or a collection of host cells according to the present invention under suitable conditions
and isolating said (poly)�peptide or said collection of (poly) �peptides is disclosed.
�[0048] The present disclosure relates to a (poly) �peptide devisable by the method according to the present invention,
encoded by a nucleic acid sequence according to the present invention or obtainable by a method according to the
present invention.
�[0049] The disclosure relates to a collection of (poly)�peptides devisable by a method according to the present invention,
encoded by a collection of nucleic acid sequences according to the present invention or obtainable by a method according
to the present invention.
�[0050] The invention provides for modular vector systems, as disclosed in the claims, being compatible with the
modular nucleic acid sequences encoding the (poly) �peptides. The modules of the vectors are flanked by restriction sites
unique within the vector system and essentially unique with respect to the restriction sites incorporated into the nucleic
acid sequences encoding the (poly)�peptides, except for example the restriction sites necessary for cloning the nucleic
acid sequences into the vector. The list of vector modules comprises origins of single-�stranded replication, origins of
double-�stranded replication for high- and low copy number plasmids, promoter/ �operator, repressor or terminator ele-
ments, resistance genes, potential recombination sites, gene III for display on filamentous phages, signal sequences,
purification and detection tags, and sequences of additional moieties. The vectors are preferably, but not exclusively,
expression vectors or vectors suitable for expression and screening of libraries.
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�[0051] Disclosed is a kit, comprising one or more of the list of nucleic acid sequence �(s), recombinant vector �(s), (pbly)
peptide �(s), and vector�(s) according to the methods described above, and suitable host cell�(s) for producing the (poly)
peptide �(s).
�[0052] Disclosed is the creation of libraries of human antibodies. In a first step, a database of published antibody
sequences of human origin is established. The database is used to define subgroups of antibody sequences which show
a high degree of similarity in both the sequence and the canonical fold (as determined by analysis of antibody structures).
For each of the subgroups a consensus sequence is deduced which represents the members of this subgroup; the
complete collection of consensus sequences represent therefore the complete structural repertoire of human antibodies.
�[0053] These artificial genes are then constructed by the use of synthetic genetic subunits. These genetic subunits
correspond to structural sub-�elements on the protein level. On the DNA level, these genetic subunits are defined by
cleavage sites at the start and the end of each of the sub-�elements, which are unique in the vector system. All genes
which are members of the collection of consensus sequences are constructed such that they contain a similar pattern
of said genetic subunits.
�[0054] This collection of DNA molecules can then be used to create libraries of antibodies which may be used as
sources of specificities against new target antigens. Moreover, the affinity of the antibodies can be optimised using pre-
built library cassettes and a general procedure. The invention provides a method for identifying one or more genes
encoding one or more antibody fragments which binds to a target, comprising the steps of expressing the antibody
fragments, and then screening them to isolate one or more antibody fragments which bind to a given target molecule.
If necessary, the modular design of the genes can then be used to excise from the genes encoding the antibody fragments
one or more genetic sub-�sequences encoding structural sub-�elements, and replacing them by one or more second sub-
sequences encoding structural sub- �elements. The expression and screening steps can then be repeated until an antibody
having the desired affinity is generated.
�[0055] Particularly preferred is a method in which one or more of the genetic subunits (e.g. the CDR’s) are replaced
by a random collection of sequences (the library) using the said cleavage sites. Since these cleavage sites are (i) unique
in the vector system and (ii) common to all consensus genes, the same (pre-�built) library can be inserted into all artificial
antibody genes. The resulting library is then screened against any chosen antigen. Binding antibodies are eluted, collected
and used as starting material for the next library. Here, one or more of the remaining genetic subunits are randomised
as described above.
�[0056] Disclosed is a method of designing two or more genes encoding a collection of two or more proteins, comprising
the steps of:�

(a) either

(aa) identifying two or more homologous gene sequences, or
(ab) analyzing at least three homologous genes, and

deducing two or more consensus gene sequences therefrom,
(b) optionally, modifying codons in said consensus gene sequences to remove unfavourable interactions between
amino acids in the resulting proteins,
(c) identifying sub- �sequences which encode structural sub-�elements in said consensus gene sequences
(d) modifying one or more bases in regions adjacent to or between the ends of said sub-�sequences to define one
or more cleavage sites, each of which: �

(da) are unique within each consensus gene sequence,
(db) do not form compatible sites with respect to any single sub-�sequence,
(dc) are common to all homologous sub-�sequences.

�[0057] Further disclosed is a method of preparing two or more genes encoding a collection of two or more proteins,
comprising the steps of : �

(a) designing said genes according to the present invention, and
(b) synthesizing said genes.

�[0058] Furthermore, disclosed is a collection of genes prepared according to the method of the present invention.
�[0059] Furthermore disclosed is a collection of two or more genes derived from gene sequences which:�

(a) are either homologous, or represent consensus gene sequences derived from at least three homologous genes,
and



EP 1 143 006 B1

8

5

10

15

20

25

30

35

40

45

50

55

(b) carry cleavage sites, each of which:�

(ba) lie at or adjacent to the ends of genetic sub-�sequences which encode structural sub-�elements,
(bb) are unique within each gene sequence,
(bc) do not form compatible sites with respect to any single sub- �sequence, and
(bd) are common to all homologous sub-�sequences.

�[0060] Also disclosed is a collection of genes, in which each of said gene sequences has a nucleotide composition
characteristic of a particular species.
�[0061] Said species is preferably human.
�[0062] Further disclosed is a collection of genes according to the present invention, in which one or more of said gene
sequences encodes at least part of a member of the immunoglobulin superfamily, preferably of the immunoglobulin family.
�[0063] Said structural sub-�elements correspond preferably to any combination of framework regions 1, 2, 3, and 4,
and/or CDR regions 1, 2, and 3 of antibody heavy chains.
�[0064] Disclosed is also that said structural sub-�elements correspond to any combination of framework regions 1,2,3,
and 4, and/or CDR regions 1, 2, and 3 of antibody light chains.
�[0065] Furthermore, disclosed is a collection of vectors comprising a collection of gene sequences according to the
present invention.
�[0066] The collection of vectors comprises the additional feature that the vector does not comprise any cleavage site
that is contained in the collection of genes according to the present invention.
�[0067] Disclosed is a method for identifying one or more genes encoding one or more proteins having a desirable
property, comprising the steps of:�

(a) expressing from a collection of vectors according to the present invention a collection of proteins.
(b) screening said collection to isolate one or more proteins having a desired property,
(c) identifying the genes encoding the proteins isolated in step (b),
(d) optionally, excising from the genes encoding the proteins isolated in step (b) one or more genetic sub-�sequences
encoding structural sub-�elements, and replacing said sub- �sequence�(s) by one or more second sub- �sequences
encoding structural sub-�elements, to generate new
vectors according to the present invention,
(e) optionally, repeating steps (a) to (c).

�[0068] Provided is a method for identifying one or more genes encoding one or more antibody fragments which binds
to a target, comprising the steps of:�

(a) expressing from the collection of vectors according to the present invention a collection of proteins,
(b) screening said collection to isolate one or more antibody fragments which bind to said target,
(c) identifying the genes encoding the proteins isolated in step (b),
(d) optionally, excising from the genes encoding the antibody fragments isolated in step (b) one or more genetic
sub-�sequences encoding structural sub-�elements, and replacing said sub-�sequence �(s) � by one or more second sub-
sequences encoding structural sub-�generate new vectors according to according to the present invention,
(e) optionally, repeating steps (a) to (c).

�[0069] The present specification also discloses a kit comprising two or more genes derived from gene sequences which:�

(a) are either homologous, or represent consensus gene sequences derived from at least three homologous genes,
and
(b) carry cleavage sites, each of which: �

(ba) lie at or adjacent to the ends of genetic sub- �sequences which encode structural sub- �elements,
(bb) are unique within each gene sequence,
(bc) do not form compatible sites with respect to any single sub- �sequence, and
(bd) are common to all homologous sub-�sequences.

�[0070] The specification also discloses a kit comprising two or more genetic sub-�sequences which encode structural
sub-�elements, which can be assembled to form genes, and which carry cleavage sites, each of which:�

(a) lie at or adjacent to the ends of said genetic sub-�sequences,
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(b) do not form compatible sites with respect to any single sub- �sequence, and
(d) are common to all homologous sub-�sequences.

Definitions

Protein:

�[0071] The term protein comprises monomeric polypeptide chains as well as homo- or heteromultimeric complexes
of two or more polypeptide chains connected either by covalent interactions (such as disulphide bonds) or by non-
covalent interactions (such as hydrophobic or electrostatic interactions).

Analysis of homologous proteins:

�[0072] The amino acid sequences of three or more proteins are aligned to each other (allowing for introduction of
gaps) in a way which maximizes the correspondence between identical or similar amino acid residues at all positions.
These aligned sequences are termed homologous if the percentage of the sum of identical and/or similar residues
exceeds a defined threshold. This threshold is commonly regarded by those skilled in the art as being exceeded when
at least 15% of the amino acids in the aligned genes are identical, and at least 30% are similar. Examples for families
of homologous proteins are: immunoglobulin superfamily, scavenger receptor superfamily, fibronectin superfamilies
(e.g. type II and III), complement control protein superfamily, cytokine receptor superfamily, cystine knot proteins, tyrosine
kinases, and numerous other examples well known to one of ordinary skill in the art.

Consensus sequence:

�[0073] Using a matrix of at least three aligned amino acid sequences, and allowing for gaps in the alignment, it is
possible to determine the most frequent amino acid residue at each position. The consensus sequence is that sequence
which comprises the amino acids which are most frequently represented at each position. In the event that two or more
amino acids are equally represented at a single position, the consensus sequence includes both or all of those amino acids.

Removing unfavorable interactions:

�[0074] The consensus sequence is per se in most cases artificial and has to be analyzed in order to change amino
acid residues which, for example, would prevent the resulting molecule to adapt a functional tertiary structure or which
would block the interaction with other (poly)�peptide chains in multimeric complexes. This can be done either by (i) building
a three-�dimensional model of the consensus sequence using known related structures as a template, and identifying
amino acid residues within the model which may interact unfavorably with each other, or (ii) analyzing the matrix of
aligned amino acid sequences in order to detect combinations of amino acid residues within the sequences which
frequently occur together in one sequence and are therefore likely to interact with each other. These probable interaction-
pairs are then tabulated and the consensus is compared with these "interaction maps". Missing or wrong interactions in
the consensus are repaired accordingly by introducing appropriate changes in amino acids which minimize unfavorable
interactions.

Identification of structural sub- �elements:

�[0075] Structural sub-�elements are stretches of amino acid residues within a protein/�(poly)�peptide which correspond
to a defined structural or functional part of the molecule. These can be loops (e.g. CDR loops of an antibody) or any
other secondary or functional structure within the proteinl�(poly)�peptide (domains, α-�helices, β-�sheets, framework regions
of antibodies, etc.). A structural sub- �element can be identified using known structures of similar or homologous (poly)
peptides, or by using the above mentioned matrices of aligned amino acid sequences. Here the variability at each position
is the basis for determining stretches of amino acid residues which belong to a structural sub-�element (e.g. hypervariable
regions of an antibody).

Sub- �sequence:

�[0076] A sub-�sequence is defined as a genetic module which is flanked by unique cleavage sites and encodes at least
one structural sub-�element. It is not necessarily identical to a structural sub-�element.
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Cleavage site:

�[0077] A short DNA sequence which is used as a specific target for a reagent which cleaves DNA in a sequence-
specific manner (e.g. restriction endonucleases).

Compatible cleavage sites:

�[0078] Cleavage sites are compatible with each other, if they can be efficiently ligated without modification and,
preferably, also without adding an adapter molecule.

Unique cleavage sites:

�[0079] A cleavage site is defined as unique if it occurs only once in a vector containing at least one of the genes of
interest, or if a vector containing at least one of the genes of interest could be treated in a way that only one of the
cleavage sites could be used by the cleaving agent.

Corresponding (poly)�peptide sequences:

�[0080] Sequences deduced from the same part of one group of homologous proteins are called corresponding (poly)
peptide sequences.

Common cleavage sites:

�[0081] A cleavage site in at least two corresponding sequences, which occurs at the same functional position (i.e.
which flanks a defined sub- �sequence), which can be hydrolyzed by the same cleavage tool and which yields identical
compatible ends is termed a common cleavage site.

Excising genetic sub- �sequences:

�[0082] A method which uses the unique cleavage sites and the corresponding cleavage reagents to cleave the target
DNA at the specified positions in order to isolate, remove or replace the genetic sub- �sequence flanked by these unique
cleavage sites.

Exchanging genetic sub- �sequences:

�[0083] A method by which an existing sub-�sequence is removed using the flanking cleavage sites of this sub- �sequence,
and a new sub-�sequence or a collection of sub- �sequences, which contain ends compatible with the cleavage sites thus
created, is inserted.

Expression of genes:

�[0084] The term expression refers to in vivo or in vitro processes, by which the information of a gene is transcribed
into mRNA and then translated into a protein/ �(poly)�peptide. Thus, the term expression refers to a process which occurs
inside cells, by which the information of a gene is transcribed into mRNA and then into a protein. The term expression
also includes all events of post- �translational modification and transport, which are necessary for the (poly)�peptide to be
functional.

Screening of protein/ �(poly) �peptide libraries:

�[0085] Any method which allows isolation of one or more proteins/�(poly)�peptides having a desired property from other
proteinsl�(poly) �peptides within a library.

Amino acid pattern characteristic for a species:

�[0086] A (poly) �peptide sequence is assumed to exhibit an amino acid pattern characteristic for a species if it is deduced
from a collection of homologous proteins from just this species.
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Immunoglobulin superfamily (IgSF):

�[0087] The IgSF is a family of proteins comprising domains being characterized by the immunoglobulin fold. The IgSF
comprises for example T-�cell receptors and the immunoglobulins (antibodies).

Antibody framework:

�[0088] A framework of an antibody variable domain is defined by Kabat et al. (1991) as the part of the variable domain
which serves as a scaffold for the antigen binding loops of this variable domain.

Antibody CDR:

�[0089] The CDRs (complementarity determining regions) of an antibody consist of the antigen binding loops, as defined
by Kabat et al. (1991). Each of the two variable domains of an antibody Fv fragment contain three CDRs.

HuCAL:

�[0090] Acronym for Human Combinatorial Antibody Library. Antibody Library based on modular consensus genes
according to the invention (see Example 1).

Antibody fragment:

�[0091] Any portion of an antibody which has a particular function, e.g. binding of antigen. Usually, antibody fragments
are smaller than whole antibodies. Examples are Fv, disulphide-�linked Fv, single-�chain Fv (scFv), or Fab fragments.
Additionally, antibody fragments are often engineered to include new functions or properties.

Universal framework:

�[0092] One single framework which can be used to create the full variability of functions, specificities or properties
which is originally sustained by a large collection of different frameworks, is called universal framework.

Binding of an antibody to its target:

�[0093] The process which leads to a tight and specific association between an antibody and a corresponding molecule
or ligand is called binding. A molecule or ligand or any part of a molecukle or ligand which is recognized by an antibody
is called the target.

Replacing genetic sub- �sequences

�[0094] A method by which an existing sub-�sequence is removed using the flanking cleavage sites of this sub- �sequence,
and a new sub- �sequence or collection of sub- �sequences, which contains ends compatible with the cleavage sites thus
created, is inserted.

Assembling of genetic sequences:

�[0095] Any process which is used to combine synthetic or natural genetic sequences in a specific manner in order to
get longer genetic sequences which contain at least parts of the used synthetic or natural genetic sequences.

Analysis of homologous genes:

�[0096] The corresponding amino acid sequences of two or more genes are aligned to each other in a way which
maximizes the correspondence between identical or similar amino acid residues at all positions. These aligned sequences
are termed homologous if the percentage of the sum of identical and/or similar residues exceeds a defined threshold.
This threshold is commonly regarded by those skilled in the art as being exceeded when at least 15 per cent of the
amino acids in the aligned genes are identical, and at least 30 per cent are similar.
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Legends to Figures and Tables

�[0097]

Fig. 1: Flow chart outlining the process of construction of a synthetic human antibody library based on consensus
sequences.

Fig. 2: Alignment of consensus sequences designed for each subgroup (amino acid residues are shown with
their standard one-�letter abbreviation). (A) kappa sequences, (B) lambda sequences and (C), heavy chain
sequences.�
The positions are numbered according to Kabat (1991). In order to maximize homology in the alignment,
gaps (-) have been introduced in the sequence at certain positions.

Fig. 3: Gene sequences of the synthetic V kappa consensus genes. The corresponding amino acid sequences
(see Fig. 2) as well as the unique cleavage sites are also shown.

Fig. 4: Gene sequences of the synthetic V lambda consensus genes. The corresponding amino acid sequences
(see Fig. 2) as well as the unique cleavage sites are also shown.

Fig. 5: Gene sequences of the synthetic V heavy chain consensus genes. The corresponding amino acid se-
quences (see Fig. 2) as well as the unique cleavage sites are also shown.

Fig. 6: Oligonucleotides used for construction of the consensus genes. The oligos are named according to the
corresponding consensus gene, e.g. the gene Vκ1 was constructed using the six oligonucleotides O1K1
to O1K6. The oligonucleotides used for synthesizing the genes encoding the constant domains Cκ (OCLK1
to 8) and CH1 (OCH1 to 8) are also shown.

Fig. 7A/B: Sequences of the synthetic genes encoding the constant domains Cκ (A) and CH1 (B). The corresponding
amino acid sequences as well as unique cleavage sites introduced in these genes are also shown.

Fig. 7C: Functional map and sequence of module M24 comprising the synthetic Cλ gene segment (huCL lambda).
Fig. 7D: Oligonucleotides used for synthesis of module M24.
Fig. 8: Sequence and restriction map of the synthetic gene encoding the consensus single-�chain fragment VH3-

Vκ2. The signal sequence (amino acids 1 to 21) was derived from the E. coli phoA gene (Skerra &
Plückthun, 1988). Between the phoA signal sequence and the VH3 domain, a short sequence stretch
encoding 4 amino acid residues (amino acid 22 to 25) has been inserted in order to allow detection of the
single-�chain fragment in Western blot or ELISA using the monoclonal antibody M1 (Knappik & Plückthun,
1994). The last 6 basepairs of the sequence were introduced for cloning purposes (EcoRI site).

Fig. 9: Plasmid map of the vector pIG10.3 used for phage display of the H3κ2 scFv fragment. The vector is
derived from pIG10 and contains the gene for the lac operon repressor, lacl, the artificial operon encoding
the H3κ2-�gene3ss fusion under control of the lac promoter, the Ipp terminator of transcription, the single-
strand replication origin of the E. coli phage f1 (F1_ORI), a gene encoding β-�lactamase (bla) and the ColEI
derived origin of replication.

Fig.�10: Sequencing results of independent clones from the initial library, translated into the corresponding amino
acid sequences. (A) Amino acid sequence of the VH3 consensus heavy chain CDR3 (position 93 to 102,
Kabat numbering). (B) Amino acid sequences of 12 clones of the 10- �mer library. (C) Amino acid sequences
of 11 clones of the 15-�mer library, *: single base deletion.

Fig. 11: Expression test of individual library members. (A) Expression of 9 independent clones of the 10-�mer
library. (B) Expression of 9 independent clones of the 15- �mer library. The lane designated with M contains
the size marker. Both the gp3-�scFv fusion and the scFv monomer are indicated.

Fig. 12: Enrichment of specific phage antibodies during the panning against FITC-�BSA. The initial as well as the
subsequent fluorescein-�specific sub- �libraries were panned against the blocking buffer and the ratio of the
phage eluted from the FITC-�BSA coated well vs. that from the powder milk coated well from each panning
round is presented as the "specificity factor".

Fig. 13: Phage ELISA of 24 independent clones after the third round of panning tested for binding on FITC-�BSA.
Fig. 14: Competition ELISA of selected FITC-�BSA binding clones. The ELISA signals (OD405nm) of scFv binding

without inhibition are taken as 100%.
Fig. 15: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against

FITC- �BSA, translated into the corresponding amino acid sequences (position 93 to 102, Kabat numbering).
Fig. 16: Coomassie-�Blue stained SDS-�PAGE of the purified anti-�fluorescein scFv fragments: M: molecular weight

marker, A: total soluble cell extract after induction, B: fraction of the flow-�through, C, D and E: purified
scFv fragments 1HA- �3E4, 1HA-�3E5 and 1HA- �3E10, respectively.

Fig. 17: Enrichment of specific phage antibodies during the panning against β-�estradiol- �BSA, testosterone-�BSA,
BSA, ESL-�1, interleukin- �2, lymphotoxin-�β, and LeY-�BSA after three rounds of panning.

Fig. 18: ELISA of selected ESL-�1 and β-�estradiol binding clones
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Fig. 19: Selectivity and cross-�reactivity of HuCAL antibodies: in the diagonal specific binding of HuCAL antibodies
can be seen, off-�diagonal signals show non- �specific cross- �reactivity.

Fig. 20: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against
β-�estradiol-�BSA, translated into the corresponding amino acid sequences (position 93 to 102, Kabat num-
bering). One clone is derived from the 10mer library.

Fig. 21: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against
testosterone-�BSA, translated into the corresponding amino acid sequences (position 93 to 102, Kabat
numbering).

Fig. 22: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against
lymphotoxin-�β, translated into the corresponding amino acid sequences (position 93 to 102, Kabat num-
bering). One clone comprises a 14mer CDR, presumably introduced by incomplete coupling of the trinu-
cleotide mixture during oligonucleotide synthesis.

Fig. 23: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against
ESL-�1, translated into the corresponding amino acid sequences (position 93 to 102, Kabat numbering).
Two clones are derived from the 10mer library. One clone comprises a 16mer CDR, presumably introduced
by chain elongation during oligonucleotide synthesis using trinucleotides.

Fig. 24: Sequencing results of the heavy chain CDR3s of independent clones after 3 rounds of panning against
BSA, translated into the corresponding amino acid sequences (position 93 to 102, Kabat numbering).

Fig. 25: Schematic representation of the modular pCAL vector system.
Fig. 25a: List of restriction sites already used in or suitable for the modular HuCAL genes and pCAL vector system.
Fig. 26: List of the modular vector elements for the pCAL vector series: shown are only those restriction sites

which are part of the modular system.
Fig. 27: Functional map and sequence of the multi-�cloning site module (MCS)
Fig. 28: Functional map and sequence of the pMCS cloning vector series.
Fig. 29: Functional map and sequence of the pCAL module M1 (see Fig. 26).
Fig. 30: Functional map and sequence of the pCAL module M7-�III (see Fig. 26).
Fig. 31: Functional map and sequence of the pCAL module M9-�II (see Fig. 26).
Fig. 32: Functional map and sequence of the pCAL module M11-�II (see Fig. 26).
Fig. 33: Functional map and sequence of the pCAL module M14-�Ext2 (see Fig. 26).
Fig. 34: Functional map and sequence of the pCAL module M17 (see Fig. 26).
Fig. 35: Functional map and sequence of the modular vector pCAL4.
Fig. 35a: Functional maps and sequences of additional pCAL modules (M2, M3, M7I, M7II, M8, M10II, M11II, M12,

M13, M19, M20, M21, M41) and of low- �copy number plasmid vectors (pCALO1 to pCALO3).
Fig. 35b: List of oligonucleotides and primers used for synthesis of pCAL vector modules.
Fig. 36: Functional map and sequence of the β-�lactamase cassette for replacement of CDRs for CDR library cloning.
Fig. 37: Oligo and primer design for Vκ CDR3 libraries
Fig. 38: Oligo and primer design for Vλ CDR3 libraries
Fig. 39: Functional map of the pBS13 expression vector series.
Fig. 40: Expression of all 49 HuCAL scFvs obtained by combining each of the 7 VH genes with each of the 7 VL

genes (pBS13, 30°C): Values are given for the percentage of soluble vs. insoluble material, the total and
the soluble amount compared to the combination H3κ2, which was set to 100%. In addition, the corre-
sponding values for the McPC603 scFv are given.

Table 1: Summary of human immunoglobulin germline sequences used for computing the germline membership of
rearranged sequences. (A) kappa sequences, (B) lambda sequences and (C), heavy chain sequences. (1)
The germline name used in the various calculations, (2) the references number for the corresponding se-
quence (see appendix for sequence related citations), (3) the family where each sequence belongs to and
(4), the various names found in literature for germline genes with identical amino acid sequences.

Table 2: Rearranged human sequences used for the calculation of consensus sequences. (A) kappa sequences,
(B) lambda sequences and (C), heavy chain sequences. The table summarized the name of the sequence
(1), the length of the sequence in amino acids (2), the germline family (3) as well as the computed germline
counterpart (4). The number of amino acid exchanges between the rearranged sequence and the germline
sequence is tabulated in (5), and the percentage of different amino acids is given in (6). Column (7) gives
the references number for the corresponding sequence (see appendix for sequence related citations).

Table 3: Assignment of rearranged V sequences to their germline counterparts. (A) kappa sequences, (B) lambda
sequences and (C), heavy chain sequences. The germline genes are tabulated according to their family
(1), and the number of rearranged genes found for every germline gene is given in (2).

Table 4: Computation of the consensus sequence of the rearranged V kappa sequences. (A), V kappa subgroup 1,
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(B), V kappa subgroup 2, (C), V kappa subgroup 3 and (D), V kappa subgroup 4. The number of each amino
acid found at each position is tabulated together with the statistical analysis of the data. (1) Amino acids are
given with their standard one-�letter abbreviations (and B means D or N, Z means E or Q and X means any
amino acid). The statistical analysis summarizes the number of sequences found at each position (2), the
number of occurrences of the most common amino acid (3), the amino acid residue which is most common
at this position (4), the relative frequency of the occurrence of the most common amino acid (5) and the
number of different amino acids found at each position (6).

Table 5: Computation of the consensus sequence of the rearranged V lambda sequences. (A), V lambda subgroup
1, (B), V lambda subgroup 2, and (C), V lambda subgroup 3. The number of each amino acid found at each
position is tabulated together with the statistical analysis of the data. Abbreviations are the same as in Table 4.

Table 6: Computation of the consensus sequence of the rearranged V heavy chain sequences. (A), V heavy chain
subgroup 1A, (B), V heavy chain subgroup 1B, (C), V heavy chain subgroup 2, (D), V heavy chain subgroup
3, (E), V heavy chain subgroup 4, (F), V heavy chain subgroup 5, and (G), V heavy chain subgroup 6. The
number of each amino acid found at each position is tabulated together with the statistical analysis of the
data. Abbreviations are the same as in Table 4.

Examples

Example 1: Design of a Synthetic Human Combinatorial Antibody Library (HuCAL)

�[0098] The following example describes the design of a fully synthetic human combinatorial antibody library (HuCAL),
based on consensus sequences of the human immunoglobulin repertoire, and the synthesis of the consensus genes.
The general procedure is outlined in Fig. 1.

1.1 Sequence database

1.1.1 Collection and alignment of human immunoglobulin sequences

�[0099] In a first step, sequences of variable domains of human immunoglobulins have been collected and divided into
three sub bases: V heavy chain (VH), V kappa (Vκ) and V lambda (Vλ). For each sequence, the gene sequence was
then translated into the corresponding amino acid sequence. Subsequently, all amino acid sequences were aligned
according to Kabat et al. (1991). In the case of Vλ sequences, the numbering system of Chuchana et al. (1990) was
used. Each of the three main databases was then divided into two further sub bases: the first sub base contained all
sequences derived from rearranged V genes, where more than 70 positions of the sequence were known. The second
sub base contained all germline gene segments (without the D- and J- minigenes; pseudogenes with internal stop codons
were also removed). In all cases, where germline sequences with identical amino acid sequence but different names
were found, only one sequence was used (see Table 1). The final databases of rearranged sequences contained 386,
149 and 674 entries for Vκ, Vλ and VH, respectively. The final databases of germline sequences contained 48, 26 and
141 entries for Vκ, Vλ and VH, respectively.

1.1.2 Assignment of sequences to subgroups

�[0100] The sequences in the three germline databases where then grouped according to sequence homology (see
also Tomlinson et al., 1992, Williams & Winter, 1993, and Cox et al., 1994). In the case of Vκ, 7 families could be
established. Vλ was divided into 8 families and VH into 6 families. The VH germline genes of the VH7 family (Van Dijk
et al., 1993) were grouped into the VH1 family, since the genes of the two families are highly homologous. Each family
contained different numbers of germline genes, varying from 1 (for example VH6) to 47 (VH3).

1.2 Analysis of sequences

1.2.1 Computation of germline membership

�[0101] For each of the 1209 amino acid sequences in the databases of rearranged genes, the nearest germline
counterpart, i.e. the germline sequence with the smallest number of amino acid differences was then calculated. After
the germline counterpart was found, the number of somatic mutations which occurred in the rearranged gene and which
led to amino acid exchanges could be tabulated. In 140 cases, the germline counterpart could not be calculated exactly,
because more than one germline gene was found with an identical number of amino acid exchanges. These rearranged
sequences were removed from the database. In a few cases, the number of amino acid exchanges was found to be
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unusually large (>20 for VL and >25 for VH), indicating either heavily mutated rearranged genes or derivation from
germline genes not present in the database. Since it was not possible to distinguish between these two possibilities,
these sequences were also removed from the database. Finally, 12 rearranged sequences were removed from the
database because they were found to have very unusual CDR lengths and composition or unusual amino acids at
canonical positions (see below). In summary, 1023 rearranged sequences out of 1209 (85%) could be clearly assigned
to their germline counterparts (see Table 2).
�[0102] After this calculation, every rearranged gene could be arranged in one of the families established for the germline
genes. Now the usage of each germline gene, i.e. the number of rearranged genes which originate from each germline
gene, could be calculated (see Table 2). It was found that the usage was strongly biased towards a subset of germline
genes, whereas most of the germline genes were not present as rearranged genes in the database and therefore
apparently not used in the immune system (Table 3). This observation had already been reported in the case of Vκ (Cox,
et al., 1994). All germline gene families, where no or only very few rearranged counterparts could be assigned, were
removed from the database, leaving 4 Vκ, 3 Vλ, and 6 VH families.

1.2.2 Analysis of CDR conformations

�[0103] The conformation of the antigen binding loops of antibody molecules, the CDRs, is strongly dependent on both
the length of the CDRs and the amino acid residues located at the so-�called canonical positions (Chothia & Lesk, 1987).
It has been found that only a few canonical structures exist, which determine the structural repertoire of the immunoglobulin
variable domains (Chothia et al., 1989). The canonical amino acid positions can be found in CDR as well as framework
regions. The 13 used germline families defined above (7 VL and 6 VH) were now analyzed for their canonical structures
in order to define the structural repertoire encoded in these families.
�[0104] In 3 of the 4 Vκ families (Vκ1, 2 and 4), one different type of CDR1 conformation could be defined for every
family. The family Vκ3 showed two types of CDR1 conformation: one type which was identical to Vκ1 and one type only
found in Vκ3. All Vκ CDR2s used the same type of canonical structure. The CDR3 conformation is not encoded in the
germline gene segments. Therefore, the 4 Vκ families defined by sequence homology and usage corresponded also to
4 types of canonical structures found in Vκ germline genes.
�[0105] The 3 Vλ families defined above showed 3 types of CDR1 conformation, each family with one unique type.
The Vλ1 family contained 2 different CDR1 lengths (13 and 14 amino acids), but identical canonical residues, and it is
thought that both lengths adopt the same canonical conformation (Chothia & Lesk, 1987). In the CDR2 of the used Vλ
germlines, only one canonical conformation exists, and the CDR3 conformation is not encoded in the germline gene
segments. Therefore, the 3 Vλ families defined by sequence homology and usage corresponded also to 3 types of
canonical structures.
�[0106] The structural repertoire of the human VH sequences was analyzed in detail by Chothia et al., 1992. In total,
3 conformations of CDR1 (H1-1, H1-2 and H1-3) and 6 conformations of CDR2 (H2-1, H2-2, H2-3, H2-4, H2-5 and H2-
x) could be defined. Since the CDR3 is encoded in the D- and J-�minigene segments, no particular canonical residues
are defined for this CDR.�
All the members of the VH1 family defined above contained the CDR1 conformation H1-1, but differed in their CDR2
conformation: the H2-2 conformation was found in 6 germline genes, whereas the conformation H2-3 was found in 8
germline genes. Since the two types of CDR2 conformations are defined by different types of amino acid at the framework
position 72, the VH1 family was divided into two subfamilies: VH1A with CDR2 conformation H2-2 and VH1B with the
conformation H2-3. The members of the VH2 family all had the conformations H1-3 and H2-1 in CDR1 and CDR2,
respectively. The CDR1 conformation of the VH3 members was found in all cases to be H1-1, but 4 different types were
found in CDR2 (H2-1, H2-3, H2-4 and H2-�x). In these CDR2 conformations, the canonical framework residue 71 is
always defined by an arginine. Therefore, it was not necessary to divide the VH3 family into subfamilies, since the 4
types of CDR2 conformations were defined solely by the CDR2 itself. The same was true for the VH4 family. Here, all
3 types of CDR1 conformations were found, but since the CDR1 conformation was defined by the CDR itself (the
canonical framework residue 26 was found to be glycine in all cases), no subdivisions were necessary. The CDR2
conformation of the VH4 members was found to be H2-1 in all cases. All members of the VH5 family were found to have
the conformation H1-1 and H2-2, respectively. The single germline gene of the VH6 family had the conformations H1-3
and H2-5 in CDR1 and CDR2, respectively.
�[0107] In summary, all possible CDR conformations of the Vκ and Vλ genes were present in the 7 families defined by
sequence comparison. From the 12 different CDR conformations found in the used VH germline genes, 7 could be
covered by dividing the family VH1 into two subfamilies, thereby creating 7 VH families. The remaining 5 CDR confor-
mations (3 in the VH3 and 2 in the VH4 family) were defined by the CDRs themselves and could be created during the
construction of CDR libraries. Therefore, the structural repertoire of the used human V genes could be covered by 49
(7 x 7) different frameworks.
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1.2.3 Computation of consensus sequences

�[0108] The 14 databases of rearranged sequences (4 Vκ, 3 Vλ and 7 VH) were used to compute the HuCAL consensus
sequences of each subgroup (4 HuCAL- Vκ, 3 HuCAL- Vλ, 7 HuCAL- VH, see Table 4, 5 and 6). This was done by
counting the number of amino acid residues used at each position (position variability) and subsequently identifying the
amino acid residue most frequently used at each position. By using the rearranged sequences instead of the used
germline sequences for the calculation of the consensus, the consensus was weighted according to the frequency of
usage. Additionally, frequently mutated and highly conserved positions could be identified. The consensus sequences
were cross- �checked with the consensus of the germline families to see whether the rearranged sequences were biased
at certain positions towards amino acid residues which do not occur in the collected germline sequences, but this was
found not to be the case. Subsequently, the number of differences of each of the 14 consensus sequences to each of
the germline sequences found in each specific family was calculated. The overall deviation from the most homologous
germline sequence was found to be 2.4 amino acid residues (s.d. = 2.7), ensuring that the "artificial" consensus sequences
can still be considered as truly human sequences as far as immunogenicity is concerned.

1.3 Structural analysis

�[0109] So far, only sequence information was used to design the consensus sequences. Since it was possible that
during the calculation certain artificial combinations of amino acid residues have been created, which are located far
away in the sequence but have contacts to each other in the three dimensional structure, leading to destabilized or even
misfolded frameworks, the 14 consensus sequences were analyzed according to their structural properties.�
It was rationalized that all rearranged sequences present in the database correspond to functional and therefore correctly
folded antibody molecules. Hence, the most homologous rearranged sequence was calculated for each consensus
sequence. The positions where the consensus differed from the rearranged sequence were identified as potential "artificial
residues" and inspected.�
The inspection itself was done in two directions. First, the local sequence stretch around each potentially "artificial
residue" was compared with the corresponding stretch of all the rearranged sequences. If this stretch was found to be
truly artificial, i.e. never occurred in any of the rearranged sequences, the critical residue was converted into the second
most common amino acid found at this position and analyzed again. Second, the potentially "artificial residues" were
analyzed for their long range interactions. This was done by collecting all available structures of human antibody variable
domains from the corresponding PDB files and calculating for every structure the number and type of interactions each
amino acid residue established to each side-�chain. These "interaction maps" were used to analyze the probable side-
chain/�side- �chain interactions of the potentially "artificial residues". As a result of this analysis, the following residues
were exchanged (given is the name of the gene, the position according to Kabat’s numbering scheme, the amino acid
found at this position as the most abundant one and the amino acid which was used instead):�

VH2: S65T
Vκ1: N34A,
Vκ3: G9A, D60A, R77S
Vλ3: V78T

1.4 Design of CDR sequences

�[0110] The process described above provided the complete consensus sequences derived solely from the databases
of rearranged sequences. It was rationalized that the CDR1 and CDR2 regions should be taken from the databases of
used germline sequences, since the CDRs of rearranged and mutated sequences are biased towards their particular
antigens. Moreover, the germline CDR sequences are known to allow binding to a variety of antigens in the primary
immune response, where only CDR3 is varied. Therefore, the consensus CDRs obtained from the calculations described
above were replaced by germline CDRs in the case of VH and Vκ. In the case of Vλ, a few amino acid exchanges were
introduced in some of the chosen germline CDRs in order to avoid possible protease cleavage sites as well as possible
structural constraints.
�[0111] The CDRs of following germline genes have been chosen:�

HuCAL gene CDR1 CDR2

HuCAL- �VH1A VH1-12-1 VH1-12-1

HuCAL- �VH1B VH1-13-16 VH1-13-6,- �7,-�8,- �9
HuCAL- �VH2 VH2-31-10,-�11,-�12,-�13 VH2-31-3,-�4
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�[0112] In the case of the CDR3s, any sequence could be chosen since these CDRs were planned to be the first to be
replaced by oligonucleotide libraries. In order to study the expression and folding behavior of the consensus sequences
in E. coli, it would be useful to have all sequences with the same CDR3, since the influence of the CDR3s on the folding
behavior would then be identical in all cases. The dummy sequences QQHYTTPP and ARWGGDGFYAMDY were
selected for the VL chains (kappa and lambda) and for the VH chains, respectively. These sequences are known to be
compatible with antibody folding in E. coli (Carter et al., 1992).

1.5 Gene design

�[0113] The final outcome of the process described above was a collection of 14 HuCAL amino acid sequences, which
represent the frequently used structural antibody repertoire of the human immune system (see Figure 2). These se-
quences were back-�translated into DNA sequences. In a first step, the back-�translation was done using only codons
which are known to be frequently used in E. coli. These gene sequences were then used for creating a database of all
possible restriction endonuclease sites, which could be introduced without changing the corresponding amino acid
sequences. Using this database, cleavage sites were selected which were located at the flanking regions of all sub-
elements of the genes (CDRs and framework regions) and which could be introduced in all HuCAL VH, Vκ or Vλ genes
simultaneously at the same position. In a few cases it was not possible to find cleavage sites for all genes of a subgroup.
When this happened, the amino acid sequence was changed, if this was possible according to the available sequence
and structural information. This exchange was then analyzed again as described above. In total, the following 6 amino
acid residues were exchanged during this design (given is the name of the gene, the position according to Kabat’s
numbering scheme, the amino acid found at this position as the most abundant one and the amino acid which was used
instead):�

VH2: T3Q
VH6: S42G
Vκ3: E1D, I58V
Vκ4: K24R
Vλ3: T22S

�[0114] In one case (5’-�end of VH framework 3) it was not possible to identify a single cleavage site for all 7 VH genes.
Two different type of cleavage sites were used instead: BstEII for HuCAL VH1A, VH1B, VH4 and VH5, and NspV for
HuCAL VH2, VH3, VH4 and VH6.
�[0115] Several restriction endonuclease sites were identified, which were not located at the flanking regions of the
sub-�elements but which could be introduced in every gene of a given group without changing the amino acid sequence.
These cleavage sites were also introduced in order to make the system more flexible for further improvements. Finally,
all but one remaining restriction endonuclease sites were removed in every gene sequence. The single cleavage site,
which was not removed was different in all genes of a subgroup and could be therefore used as a "fingerprint" site to
ease the identification of the different genes by restriction digest. The designed genes, together with the corresponding
amino acid sequences and the group-�specific restriction endonuclease sites are shown in Figure 3, 4 and 5, respectively.

(continued)

HuCAL gene CDR1 CDR2

HuCAL- �VH3 VH3-13-8,-�9,- �10 VH3-13-8,-�9,- �10

HuCAL- �VH4 VH4-11-7 to -14 VH4-11-8,- �9,- �11,-�12,-�14,-�16
VH4-31-17,- �18,-�19,-�20

HuCAL- �VH5 VH5-12-1,- �2 VH5-12-1,-�2
HuCAL- �VH6 VH6-35-1 VH6-35-1
HuCAL- �Vκ1 Vκ1-14,-�15 Vκ1-2,-�3,- �4,- �5,- �7,-�8,- �12,-�13,-�18,-�19
HuCAL- �Vκ2 Vκ2-6 Vκ2-6

HuCAL- �Vκ3 Vκ3-1,-�4 Vκ3-4
HuCAL- �Vκ4 Vκ4-1 Vκ4-1
HuCAL- �Vλ1 HUMLV117,DPL5 DPL5

HuCAL- �Vλ2 DPL11,DPL12 DPL12
HuCAL- �Vλ3 DPL23 HUMLV318
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1.6 Gene synthesis and cloning

�[0116] The consensus genes were synthesized using the method described by Prodromou & Pearl, 1992, using the
oligonucleotides shown in Fig. 6. Gene segments encoding the human constant domains Cκ, Cλ and CH1 were also
synthesized, based on sequence information given by Kabat et al., 1991 (see Fig. 6 and Fig. 7). Since for both the CDR3
and the framework 4 gene segments identical sequences were chosen in all HuCAL Vκ, Vλ and VH genes, respectively,
this part was constructed only once, together with the corresponding gene segments encoding the constant domains.
The PCR products were cloned into pCR- �Script KS �(+) (Stratagene, Inc.) or pZErO- �1 (Invitrogen, Inc.) and verified by
sequencing.

Example 2: Cloning and Testing of a HuCAL- �Based Antibody Library

�[0117] A combination of two of the synthetic consensus genes was chosen after construction to test whether binding
antibody fragments can be isolated from a library based on these two consensus frameworks. The two genes were
cloned as a single- �chain Fv (scFv) fragment, and a VH- �CDR3 library was inserted. In order to test the library for the
presence of functional antibody molecules, a selection procedure was carried out using the small hapten fluorescein
bound to BSA (FITC-�BSA) as antigen.

2.1 Cloning of the HuCAL VH3-Vκ2 scFv fragment.

�[0118] In order to test the design of the consensus genes, one randomly chosen combination of synthetic light and
heavy gene (HuCAL-�Vκ2 and HuCAL- �VH3) was used for the construction of a single-�chain antibody (scFv) fragment.
Briefly, the gene segments encoding the VH3 consensus gene and the CH1 gene segment including the CDR3 - frame-
work 4 region, as well as the Vκ2 consensus gene and the Cκ gene segment including the CDR3 - framework 4 region
were assembled yielding the gene for the VH3-�CH1 Fd fragment and the gene encoding the Vκ2-�Cκ light chain, respec-
tively. The CH1 gene segment was then replaced by an oligonucleotide cassette encoding a 20-�mer peptide linker with
the sequence AGGGSGGGGSGGGGSGGGGS. The two oligonucleotides encoding this linker were 5’- TCAGCGGGT-
GGCGGTTCTGGCGGCG GTGGGAGCGGTGGCGGTGGTTCTGGCGGTGGTGGTTCCGATATCGGTCCACG
TACGG-�3’ and 5’-�AATTCCGTACGTGGACCGATATCGGAACCACCACCGCCAGAACCACCGCCACCGCTCC CAC-
CGCCGCCAGAACCGCCACCCGC-�3’, respectively. Finally, the HuCAL-�Vκ2 gene was inserted via EcoRV and BsiWI
into the plasmid encoding the HuCAL- �VH3-�linker fusion, leading to the final gene HuCAL-�VH3-�Vκ2, which encoded the
two consensus sequences in the single- �chain format VH- �linker-�VL. The complete coding sequence is shown in Fig. 8.

2.2 Construction of a monovalent phage-�display phagemid vector pIG10.3

�[0119] Phagemid pIG10.3 (Fig. 9) was constructed in order to create a phage- �display system (Winter et al., 1994) for
the H3κ2 scFv gene. Briefly, the EcoRI/�HindIII restriction fragment in the phagemid vector pIG10 (Ge et al., 1995) was
replaced by the c- �myc followed by an amber codon (which encodes an glutamate in the amber-�suppresser strain XL1
Blue and a stop codon in the non-�suppresser strain JM83) and a truncated version of the gene III (fusion junction at
codon 249, see Lowman et al., 1991) through PCR mutagenesis.

2.3 Construction of H-�CDR3 libraries

�[0120] Heavy chain CDR3 libraries of two lengths (10 and 15 amino acids) were constructed using trinucleotide codon
containing oligonucleotides (Virnekäs et al., 1994) as templates and the oligonucleotides complementing the flanking
regions as primers. To concentrate only on the CDR3 structures that appear most often in functional antibodies, we kept
the salt-�bridge of RH94 and DH101 in the CDR3 loop. For the 15-�mer library, both phenylalanine and methionine were
introduced at position 100 since these two residues were found to occur quite often in human CDR3s of this length (not
shown). For the same reason, valine and tyrosine were introduced at position 102. All other randomized positions
contained codons for all amino acids except cystein, which was not used in the trinucleotide mixture.�
The CDR3 libraries of lengths 10 and 15 were generated from the PCR fragments using oligonucleotide templates
O3HCDR103T (5’-�GATACGGCCGTGTATTATTGCGCGCGT (TRI)6G- �ATTATTGGGGCCAAGGCACCCTG-�3’) and
O3HCDR153T (5’-�GATACGGCCGT GTATTATTG- �CGCGCGT�(TRI)10 �(TTTIATG)�GAT �(GTTITAT)�TGGGGCCAAG-
GCACCCTG- �3’), and primers O3HCDR35 (5’- �GATACGGCCGTGTATTATTGC- �3’) and O3HCDR33 (5’- �CAGGGT-
GCCTTGGCCCC- �3’), where TRI are trinucleotide mixtures representing all amino acids without cystein, (TTT/ATG) and
(GTT/TAT) are trinucleotide mixtures encoding the amino acids phenylalanine/ �methionine and valine/ �tyrosine, respec-
tively. The potential diversity of these libraries was 4.7 x 107 and 3.4 x 1010 for 10- �mer and 15-�mer library, respectively.
The library cassettes were first synthesized from PCR amplification of the oligo templates in the presence of both primers:
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25 pmol of the oligo template 03HCDR103T or 03HCDR153T, 50 pmol each of the primers 03HCDR35 and 03HCDR33,
20 nmol of dNTP, 10x buffer and 2.5 units of Pfu DNA polymerase (Stratagene) in a total volume of 100 Pl for 30 cycles
(1 minute at 92°C, 1 minute at 62°C and 1 minute at 72°C). A hot-�start procedure was used. The resulting mixtures were
phenol-�extracted, ethanol-�precipitated and digested overnight with Eagl and Styl. The vector pIG10.3- �scH3κ2cat, where
the Eagl-�Styl fragment in the vector pIG10.3- �scH3κ2 encoding the H-�CDR3 was replaced by the chloramphenicol acetyl-
transferase gene (cat) flanked with these two sites, was similarly digested. The digested vector (35 Pg) was gel- �purified
and ligated with 100 Pg of the library cassette overnight at 16°C. The ligation mixtures were isopropanol precipitated,
air-�dried and the pellets were redissolved in 100 Pl of ddH2O. The ligation was mixed with 1 ml of freshly prepared
electrocompetent XL1 Blue on ice. 20 rounds of electroporation were performed and the transformants were diluted in
SOC medium, shaken at 37°C for 30 minutes and plated out on large LB plates (Amp/Tet/ �Glucose) at 37°C for 6-9 hrs.
The number of transformants (library size) was 3.2x107 and 2.3x107 for the 10-�mer and the 15-�mer library, respectively.
The colonies were suspended in 2xYT medium (Amp/�TetIGlucose) and stored as glycerol culture.�
In order to test the quality of the initial library, phagemids from 24 independent colonies (12 from the 10-�mer and 12
from the 15-�mer library, respectively) were isolated and analyzed by restriction digestion and sequencing. The restriction
analysis of the 24 phagemids indicated the presence of intact vector in all cases. Sequence analysis of these clones
(see Fig. 10) indicated that 22 out of 24 contained a functional sequence in their heavy chain CDR3 regions. 1 out of
12 clones of the 10- �mer library had a CDR3 of length 9 instead of 10, and 2 out of 12 clones of the 15-�mer library had
no open reading frame, thereby leading to a non-�functional scFv; one of these two clones contained two consecutive
inserts, but out of frame (data not shown). All codons introduced were presented in an even distribution.�
Expression levels of individual library members were also measured. Briefly, 9 clones from each library were grown in
2xYT medium containing Amp/Tet/ �0.5% glucose at 37°C overnight. Next day, the cultures were diluted into fresh medium
with Amp/Tet. At an OD600nm of 0.4, the cultures were induced with 1 mM of IPTG and shaken at RT overnight. Then
the cell pellets were suspended in 1 ml of PBS buffer + 1 mM of EDTA. The suspensions were sonicated and the
supernatants were separated on an SDS-�PAGE under reducing conditions, blotted on nylon membrane and detected
with anti-�FLAG M1 antibody (see Fig. 11). From the nine clones of the 10- �mer library, all express the scFv fragments.
Moreover, the gene III / scFv fusion proteins were present in all cases. Among the nine clones from the 15- �mer library
analyzed, 6/9 (67%) led to the expression of both scFv and the gene III/�scFv fusion proteins. More importantly, all clones
expressing the scFvs and gene III/�scFv fusions gave rise to about the same level of expression.

2.4 Biopanning

�[0121] Phages displaying the antibody libraries were prepared using standard protocols. Phages derived from the 10-
mer library were mixed with phages from the 15-�mer library in a ratio of 20:�1 (1x1010 cfu/ �well of the 10-�mer and 5x108

cfu/ �well of the 15-�mer phages, respectively). Subsequently, the phage solution was used for panning in ELISA plates
(Maxisorp, Nunc) coated with FITC-�BSA (Sigma) at concentration of 100 Pg/ml in PBS at 4°C overnight. The antigen-
coated wells were blocked with 3% powder milk in PBS and the phage solutions in 1% powder milk were added to each
well and the plate was shaken at RT for 1 hr. The wells were then washed with PBST and PBS (4 times each with
shaking at RT for 5 minutes). The bound phages were eluted with 0.1 M triethylamine (TEA) at RT for 10 minutes. The
eluted phage solutions were immediately neutralized with 1/2 the volume of 1 M Tris·Cl, pH 7.6. Eluted phage solutions
(ca. 450 Pl) were used to infect 5 ml of XL1 Blue cells at 37°C for 30 min. The infected cultures were then plated out on
large LB plates (Amp/Tet/�Glucose) and allowed to grow at 37°C until the colonies were visible. The colonies were
suspended in 2xYT medium and the glycerol cultures were made as above described. This panning round was repeated
twice, and in the third round elution was carried out with addition of fluorescein in a concentration of 100 Pg/ml in PBS.
The enrichment of specific phage antibodies was monitored by panning the initial as well as the subsequent fluorescein-
specific sub-�libraries against the blocking buffer (Fig. 12). Antibodies with specificity against fluorescein were isolated
after 3 rounds of panning.

2.5 ELISA measurements

�[0122] One of the criteria for the successful biopanning is the isolation of individual phage clones that bind to the
targeted antigen or hapten. We undertook the isolation of anti- �FITC phage antibody clones and characterized them first
in a phage ELISA format. After the 3rd round of biopanning (see above), 24 phagemid containing clones were used to
inoculate 100 Pl of 2xYT medium (Amp/Tet/ �Glucose) in an ELISA plate (Nunc), which was subsequently shaken at 37°C
for 5 hrs. 100 Pl of 2xYT medium (Amp/Tet/�1 mM IPTG) were added and shaking was continued for 30 minutes. A further
100 Pl of 2xYT medium (Amp/Tet) containing the helper phage (1 x 109 cfu/ �well) was added and shaking was done at
RT for 3 hrs. After addition of kanamycin to select for successful helper phage infection, the shaking was continued
overnight. The plates were then centrifuged and the supernatants were pipetted directly into ELISA wells coated with
100 Pl FITC- �BSA (100Pg/ml) and blocked with milk powder. Washing was performed similarly as during the panning
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procedure and the bound phages were detected with anti-�M13 antibody-�POD conjugate (Pharmacia) using soluble POD
substrate (Boehringer-�Mannheim). Of the 24 clones screened against FITC-�BSA, 22 were active in the ELISA (Fig. 13).
The initial libraries of similar titer gave rise to no detectable signal.�
Specificity for fluorescein was measured in a competitive ELISA. Periplasmic fractions of five FITC specific scFvs were
prepared as described above. Western blotting indicated that all clones expressed about the same amount of scFv
fragment (data not shown). ELISA was performed as described above, but additionally, the periplasmic fractions were
incubated 30 min at RT either with buffer (no inhibition), with 10 mg/ml BSA (inhibition with BSA) or with 10 mg/ml
fluorescein (inhibition with fluorescein) before adding to the well. Binding scFv fragment was detected using the anti-
FLAG antibody M1. The ELISA signal could only be inhibited, when soluble fluorescein was added, indicating binding
of the scFvs was specific for fluorescein (Fig. 14).

2.6 Sequence analysis

�[0123] The heavy chain CDR3 region of 20 clones were sequenced in order to estimate the sequence diversity of
fluorescein binding antibodies in the library (Fig. 15). In total, 16 of 20 sequences (80%) were different, showing that the
constructed library contained a highly diverse repertoire of fluorescein binders. The CDR3s showed no particular se-
quence homology, but contained on average 4 arginine residues. This bias towards arginine in fluorescein binding
antibodies had already been described by Barbas et al., 1992.

2.7 Production

�[0124] E. coli JM83 was transformed with phagemid DNA of 3 selected clones and cultured in 0.5 L 2xYT medium.
Induction was carried out with 1 mM IPTG at OD600nm = 0.4 and growth was continued with vigorous shaking at RT
overnight. The cells were harvested and pellets were suspended in PBS buffer and sonicated. The supernatants were
separated from the cell debris via centrifugation and purified via the BioLogic system (Bio-�Rad) by with a POROS®MC
20 column (IMAC, PerSeptive Biosystems, Inc.) coupled with an ion-�exchange chromatography column. The ion-�ex-
change column was one of the POROS®HS, CM or HQ or PI 20 (PerSeptive Biosystems, Inc.) depended on the theoretical
pl of the scFv being purified. The pH of all the buffers was adjusted to one unit lower or higher than the pl of the scFv
being purified throughout. The sample was loaded onto the first IMAC column, washed with 7 column volumes of 20
mM sodium phosphate, 1 M NaCl and 10 mM imidazole. This washing was followed by 7 column volumes of 20 mM
sodium phosphate and 10 mM imidazole. Then 3 column volumes of an imidazole gradient (10 to 250 mM) were applied
and the eluent was connected directly to the ion-�exchanger. Nine column volumes of isocratic washing with 250 mM
imidazole was followed by 15 column volumes of 250 mM to 100 mM and 7 column volumes of an imidazole / NaCl
gradient (100 to 10 mM imidazole, 0 to 1 M NaCl). The flow rate was 5 ml/min. The purity of scFv fragments was checked
by SDS-�PAGE Coomassie staining (Fig. 16). The concentration of the fragments was determined from the absorbance
at 280 nm using the theoretically determined extinction coefficient (Gill & von Hippel, 1989). The scFv fragments could
be purified to homogeneity (see Fig. 16). The yield of purified fragments ranged from 5 to 10 mg/L/OD.

Example 3: HuCAL H3k2 Library Against a Collection of Antigens

�[0125] In order to test the library used in Example 2 further, a new selection procedure was carried out using a variety
of antigens comprising β-�estradiol, testosterone, Lewis- �Y epitope (LeY), interleukin-�2 (IL-�2), lymphotoxin-�β (LT- �β), E-
selectin ligand-�1 (ESL- �1), and BSA.

3.1 Biopanning

�[0126] The library and all procedures were identical to those described in Example 2. The ELISA plates were coated
with β-�estradiol- �BSA (100 Pg/ml), testosterone- �BSA (100 Pg/ml), LeY-�BSA (20 Pg/ml) IL- �2 (20 Pg/ml), ESL- �1 (20 Pg/ml)
and BSA (100 Pg/ml), LT- �β (denatured protein, 20 Pg/ml). In the first two rounds, bound phages were eluted with 0.1 M
triethylamine (TEA) at RT for 10 minutes. In the case of BSA, elution after three rounds of panning was carried out with
addition of BSA in a concentration of 100 Pg/ml in PBS. In the case of the other antigens, third round elution was done
with 0.1 M triethylamine. In all cases except LeY, enrichment of binding phages could be seen (Figure 17). Moreover,
a repetition of the biopanning experiment using only the 15-�mer library resulted in the enrichment of LeY-�binding phages
as well (data not shown).

3.2. ELISA measurements

�[0127] Clones binding to β-�estradiol, testosterone, LeY, LT-�β, ESL-�1 and BSA were further analyzed and characterized
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as described in Example 2 for FITC. ELISA data for anti-�β-�estradiol and anti-�ESL- �1 antibodies are shown in Fig. 18. In
one experiment, selectivity and cross-�reactivity of binding scFv fragments were tested. For this purpose, an ELISA plate
was coated with FITC, testosterone, β-�estradiol, BSA, and ESL-�1, with 5 wells for each antigen arranged in 5 rows, and
5 antibodies, one against each of the antigens, were screened against each of the antigens. Fig. 19 shows the specific
binding of the antibodies to the antigen it was selected for, and the low cross-�reactivity with the other four antigens.

3.3 Sequence analysis

�[0128] The sequencing data of several clones against β-�estradiol (34 clones), testosterone (12 clones), LT- �β (23
clones), ESL-�1 (34 clones), and BSA (10 clones) are given in Figures 20 to 24.

Example 4: Vector Construction

�[0129] To be able to take advantage of the modularity of the consensus gene repertoire, a vector system had to be
constructed which could be used in phage display screening of HuCAL libraries and subsequent optimization procedures.
Therefore, all necessary vector elements such as origins of single- �stranded or double-�stranded replication, promotor/
operator, repressor or terminator elements, resistance genes, potential recombination sites, gene III for display on
filamentous phages, signal sequences, or detection tags had to be made compatible with the restriction site pattern of
the modular consensus genes. Figure 25 shows a schematic representation of the pCAL vector system and the arrange-
ment of vector modules and restriction sites therein. Figure 25a shows a list of all restriction sites which are already
incorporated into the consensus genes or the vector elements as part of the modular system or which are not yet present
in the whole system. The latter could be used in a later stage for the introduction of or within new modules.

4.1 Vector modules

�[0130] A series of vector modules was constructed where the restriction sites flanking the gene sub- �elements of the
HuCAL genes were removed, the vector modules themselves being flanked by unique restriction sites. These modules
were constructed either by gene synthesis or by mutagenesis of templates. Mutagenesis was done by add-�on PCR, by
site-�directed mutagenesis (Kunkel et al., 1991) or multisite oligonucleotide-�mediated mutagenesis (Sutherland et al.,
1995; Perlak, 1990) using a PCR-�based assembly method. �
Figure 26 contains a list of the modules constructed. Instead of the terminator module M9 (HindIII- �Ipp-�PacI), a larger
cassette M9II was prepared to introduce Fsel as additional restriction site. M9II can be cloned via HindIII/ �BsrGI.�
All vector modules were characterized by restriction analysis and sequencing. In the case of module M11-�II, sequencing
of the module revealed a two-�base difference in positions 164/65 compared to the sequence database of the template.
These two different bases (CA → GC) created an additional BanII site. Since the same two-�base difference occurs in
the f1 origin of other bacteriophages, it can be assumed that the two-�base difference was present in the template and
not created by mutagenesis during cloning. This BanII site was removed by site-�directed mutagenesis, leading to module
M11-�III. The BssSl site of module M14 could initially not be removed without impact on the function of the ColE1 origin,
therefore M14-�Ext2 was used for cloning of the first pCAL vector series. Figures 29 to 34 are showing the functional
maps and sequences of the modules used for assembly of the modular vector pCAL4 (see below). The functional maps
and sequences of additional modules can be found in Figure 35a. Figure 35b contains a list of oligonucleotides and
primers used for the synthesis of the modules.

4.2 Cloning vector pMCS

�[0131] To be able to assemble the individual vector modules, a cloning vector pMCS containing a specific multi-�cloning
site (MCS) was constructed. First, an MCS cassette (Fig. 27) was made by gene synthesis. This cassette contains all
those restriction sites in the order necessary for the sequential introduction of all vector modules and can be cloned via
the 5’-�HindIII site and a four base overhang at the 3’-�end compatible with an AatII site. The vector pMCS (Figure 28)
was constructed by digesting pUC19 with AatII and HindIII, isolating the 2174 base pair fragment containing the bla
gene and the ColE1 origin, and ligating the MCS cassette.

4.3 Cloning of modular vector pCAL4

�[0132] This was cloned step by step by restriction digest of pMCS and subsequent ligation of the modules M1 (via
AatII/ �XbaI), M7III (via EcoRI/ �HindIII), and M9II (via HindIII/ �BsrGI), and M11-�II (via BsrGI/�NheI). Finally, the bla gene was
replaced by the cat gene module M17 (via AatII/�BgIII), and the wild type ColE1 origin by module M14-�Ext2 (via BgIII/
NheI). Figure 35 is showing the functional map and the sequence of pCAL4.
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4.4 Cloning of low- �copy number plasmid vectors pCALO

�[0133] A series of low- �copy number plasmid vectors was constructed in a similar way using the p15A module M12
instead of the ColE1 module M14- �Ext2. Figure 35a is showing the functional maps and sequences of the vectors pCALO1
to pCALO3.

Example 5: Construction of a HuCAL scFv Library

5.1 Cloning of all 49 HuCAL scFv fragments

�[0134] All 49 combinations of the 7 HuCAL-�VH and 7 HuCAL- �VL consensus genes were assembled as described for
the HuCAL VH3- �Vκ2 scFv in Example 2 and inserted into the vector pBS12, a modified version of the pLisc series of
antibody expression vectors (Skerra et al., 1991).

5.2 Construction of a CDR cloning cassette

�[0135] For replacement of CDRs, a universal β-�lactamase cloning cassette was constructed having a multi-�cloning
site at the 5’-�end as well as at the 3’- �end. The 5’- �multi- �cloning site comprises all restriction sites adjacent to the 5’-�end
of the HuCAL VH and VL CDRs, the 3’-�multi-�cloning site comprises all restriction sites adjacent to the 3’ end of the
HuCAL VH and VL CDRs. Both 5’- and 3’-�multi-�cloning site were prepared as cassettes via add-�on PCR using synthetic
oligonucleotides as 5’- and 3’-�primers using wild type β-�lactamase gene as template. Figure 36 shows the functional
map and the sequence of the cassette bla-�MCS.

5.3. Preparation of VL- �CDR3 library cassettes

�[0136] The VL- �CDR3 libraries comprising 7 random positions were generated from the PCR fragments using oligo-
nucleotide templates Vx1&Vκ3, Vκ2 and Vκ4 and primers O_ �K3L_�5 and O_ �K3L_ �3 (Fig. 37) for the Vκ genes, and Vλ
and primers O_�L3L_ �5 (5’-�GCAGAAGGCGAACGTCC-�3’) and O_ �L3LA_�3 (Fig. 38) for the Vλ genes. Construction of the
cassettes was performed as described in Example 2.3.

5.4 Cloning of HuCAL scFv genes with VL-�CDR3 libraries

�[0137] Each of the 49 single-�chains was subcloned into pCAL4 via Xbal/�EcoRI and the VL-�CDR3 replaced by the β-
lactamase cloning cassette via Bbsi/�Mscl, which was then replaced by the corresponding VL- �CDR3 library cassette
synthesized as described above. This CDR replacement is described in detail in Example 2.3 where the cat gene was
used.

5.5 Preparation of VH- �CDR3 library cassette

�[0138] The VH-�CDR3 libraries were designed and synthesized as described in Example 2.3.

5.6 Cloning of HuCAL scFv genes with VL- and VH- �CDR3 libraries

�[0139] Each of the 49 single-�chain VL- �CDR3 libraries was digested with BssHII/�Styl to replace VH- �CDR3. The "dummy"
cassette digested with BssHII/�Styl was inserted, and was then replaced by a corresponding VH- �CDR3 library cassette
synthesized as described above.

Example 6: Expression tests

�[0140] Expression and toxicity studies were performed using the scFv format VH-�linker- �VL. All 49 combinations of the
7 HuCAL- �VH and 7 HuCAL-�VL consensus genes assembled as described in Example 5 were inserted into the vector
pBS13, a modified version of the pLisc series of antibody expression vectors (Skerra et al., 1991). A map of this vector
is shown in Fig. 39.
E. coli JM83 was transformed 49 times with each of the vectors and stored as glycerol stock. Between 4 and 6 clones
were tested simultaneously, always including the clone H3κ2, which was used as internal control throughout. As additional
control, the McPC603 scFv fragment (Knappik & Plückthun, 1995) in pBS13 was expressed under identical conditions.
Two days before the expression test was performed, the clones were cultivated on LB plates containing 30 Pg/ml
chloramphenicol and 60 mM glucose. Using this plates an 3 ml culture (LB medium containing 90 Pg chloramphenicol
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and 60 mM glucose) was inoculated overnight at 37 °C. Next day the overnight culture was used to inoculate 30 ml LB
medium containing chloramphenicol (30 Pg/ml). The starting OD600nm was adjusted to 0.2 and a growth temperature of
30 °C was used. The physiology of the cells was monitored by measuring every 30 minutes for 8 to 9 hours the optical
density at 600 nm. After the culture reached an OD600nm of 0.5, antibody expression was induced by adding IPTG to a
final concentration of 1 mM. A 5 ml aliquot of the culture was removed after 2 h of induction in order to analyze the
antibody expression. The cells were lysed and the soluble and insoluble fractions of the crude extract were separated
as described in Knappik & Plückthun, 1995. The fractions were assayed by reducing SDS- �PAGE with the samples
normalized to identical optical densities. After blotting and immunostaining using the α-�FLAG antibody M1 as the first
antibody (see Ge et al., 1994) and an Fc- �specific anti- �mouse antiserum conjugated to alkaline phosphatase as the
second antibody, the lanes were scanned and the intensities of the bands of the expected size (appr. 30 kDa) were
quantified densitometrically and tabulated relative to the control antibody (see Fig. 40).

Example 7: Optimization of Fluorescein Binders

7.1. Construction of L- �CDR3 and H- �CDR2 library cassettes

�[0141] A L-�CDR3 library cassette was prepared from the oligonucleotide template CDR3L (5’-�TGGAAGCTGAA-
GACGTGGGCGTGTATTATTGCCAGCAG�(TR5) �(TRI)4CCG�(TRI)�TT TGGCCAGGGTACGAAAGTT-�3’) and primer 5’-
AACTTTCGTACCCTGGCC- �3’ for synthesis of the complementary strand, where (TRI) was a trinucleotide mixture rep-
resenting all amino acids except Cys, (TR5) comprised a trinucleotide mixture representing the 5 codons for Ala, Arg,
His, Ser, and Tyr.�
A H-�CDR2 library cassette was prepared from the oligonucleotide template CDRsH (5’-�AGGGTCTCGAGTGGGTGAGC
(TRI)�ATT �(TRI)2. �
3 � (6)2 � (TRI)�ACC� (TRI)� TATGCGGATAGCGTGAAAGGCCGTTTT- �ACCATTTCACGTGATAATTCGAAAAACACCA-� 3’),
and primer 5’- �TGGTGTTTTTCGAATTATCA-�3’ for synthesis of the complementary strand, where (TRI) was a trinucle-
otide mixture representing all amino acids except Cys, (6) comprised the incorporation of (A/G) (A/C/G) T, resulting in
the formation of 6 codons for Ala, Asn, Asp, Gly, Ser, and Thr, and the length distribution being obtained by performing
one substoichiometric coupling of the (TRI) mixture during synthesis, omitting the capping step normally used in DNA
synthesis.
�[0142] DNA synthesis was performed on a 40 nmole scale, oligos were dissolved in TE buffer, purified via gel filtration
using spin columns (S-�200), and the DNA concentration determined by OD measurement at 260 nm (OD 1.0 = 40 Pg/ml).
10 nmole of the oligonucleotide templates and 12 nmole of the corresponding primers were mixed and annealed at 80°C
for 1 min, and slowly cooled down to 37°C within 20 to 30 min. The fill- �in reaction was performed for 2 h at 37°C using
Klenow polymerase (2.0 Pl) and 250 nmole of each dNTP. The excess of dNTPs was removed by gel filtration using
Nick- �Spin columns (Pharmacia), and the double-�stranded DNA digested with Bbsl/�Mscl (L- �CDR3), or Xhol/ �Sful (H- �CDR2)
over night at 37°C. The cassettes were purified via Nick-�Spin columns (Pharmacia), the concentration determined by
OD measurement, and the cassettes aliquoted (15 pmole) for being stored at -80°C.

7.2 Library cloning:

�[0143] DNA was prepared from the collection of FITC binding clones obtained in Example 2 (approx. 104 to clones).
The collection of scFv fragments was isolated via Xbal/�EcoRl digest. The vector pCAL4 (100 fmole, 10 Pg) described
in Example 4.3 was similarly digested with XbaI/�EcoRI, gel-�purified and ligated with 300 fmole of the scFv fragment
collection over night at 16°C. The ligation mixture was isopropanol precipitated, air- �dried, and the pellets were redissolved
in 100 Pl of dd H2O. The ligation mixture was mixed with 1 ml of freshly prepared electrocompetent SCS 101 cells (for
optimization of L- �CDR3), or XL1 Blue cells (for optimization of H- �CDR2) on ice. One round of electroporation was
performed and the transformants were eluted in SOC medium, shaken at 37°C for 30 minutes, and an aliquot plated out
on LB plates (Amp/Tet/ �Glucose) at 37°C for 6-9 hrs. The number of transformants was 5 x 104.�
Vector DNA (100 Pg) was isolated and digested (sequence and restriction map of scH3κ2 see Figure 8) with Bbsl/ �Mscl
for optimization of L-�CDR3, or Xhol/ �NspV for optimization of H- �CDR2. 10 Pg of purified vector fragments (5 pmole) were
ligated with 15 pmole of the L-�CDR3 or H- �CDR2 library cassettes over night at 16°C. The ligation mixtures were isopro-
panol precipitated, air-�dried, and the pellets were redissolved in 100 Pl of dd H2O. The ligation mixtures were mixed
with 1 ml of freshly prepared electrocompetent XL1 Blue cells on ice. Electroporation was performed and the transformants
were eluted in SOC medium and shaken at 37°C for 30 minutes. An aliquot was plated out on LB plates (Amp/Tet/
Glucose) at 37°C for 6-9 hrs. The number of transformants (library size) was greater than 108 for both libraries. The
libraries were stored as glycerol cultures.
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7.3. Bio panning

�[0144] This was performed as described for the initial H3κ2 H-�CDR3 library in Example 2.1. Optimized scFvs binding
to FITC could be characterized and analyzed as described in Example 2.2 and 2.3, and further rounds of optimization
could be made if necessary.
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Table 1A: Human kappa germline gene segments

Used Name1 Reference2 Family3 Germline genes4

Vk1-1 9 1 O8; O18; DPK1
Vk1-2 1 1 L14; DPK2

Vk1-3 2 1 L15 �(1); HK101; HK146; HK189
Vk1-4 9 1 L11
Vk1-5 2 1 A30

Vk1-6 1 1 LFVKS
Vk1-7 1 1 LFVK431
Vk1-8 1 1 L1; HK137

Vk1-9 1 1 A20; DPK4
Vk1-10 1 1 L18; Va"
Vk1-11 1 1 L4; L18; Va’; V4a

Vk1-12 2 1 L5; L19 �(1); Vb; Vb4; DPK5; L19 �(2); Vb"; DPK6
Vk1-13 2 1 L15�(2); HK134; HK166; DPK7
Vk1-14 8 1 L8; Vd; DPK8

Vk1-15 8 1 L9; Ve
Vk1-16 1 1 L12�(1); HK102; V1

Vk1-17 2 1 L12�(2)
Vk1-18 1 1 O12a (V3b)
Vk1-19 6 1 O2; O12; DPK9

Vk1-20 2 1 L24; Ve"; V13; DPK10
Vk1-21 1 1 O4; O14
Vk1-22 2 1 L22

Vk1-23 2 1 L23
Vk2-1 1 2 A2; DPK12
Vk2-2 6 2 O1; O11 �(1); DPK13

Vk2-3 6 2 O12�(2); V3a
Vk2-4 2 2 L13
Vk2-5 1 2 DPK14

Vk2-6 4 2 A3; A19; DPK15
Vk2-7 4 2 A29; DPK27
Vk2-8 4 2 A13

Vk2-9 1 2 A23
Vk2-10 4 2 A7; DPK17
Vk2-11 4 2 A17; DPK18

Vk2-12 4 2 A1; DPK19
Vk3-1 11 3 A11; humkv305; DPK20
Vk3-2 1 3 L20; Vg"

Vk3-3 2 3 L2; L16; humkv328; humkv328h2; humkv328h5; DPK21
Vk3-4 11 3 A27; humkv325; VkRF; DPK22
Vk3-5 2 3 L25; DPK23

Vk3-6 2 3 L10 �(1)
Vk3-7 7 3 L10 �(2)
Vk3-8 7 3 L6; Vg

Vk4-1 3 4 B3; VkIV; DPK24
Vk5-1 10 5 B2; EV15
Vk6-1 12 6 A14; DPK25

Vk6-2 12 6 A10; A26; DPK26
Vk7-1 5 7 B1
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Table 1B: Human lambda germline gene segments

Used Name1 Reference2 Family3 Germline genes4

DPL1 1 1
DPL2 1 1 HUMLV1L1

DPL3 1 1 HUMLV122
DPL4 1 1 VLAMBDA 1.1

HUMLV117 2 1

DPL5 1 1 HUMLV117D
DPL6 1 1
DPL7 1 1 IGLV1S2

DPL8 1 1 HUMLV1042
DPL9 1 1 HUMLV101

DPL10 1 2

VLAMBDA 2.1 3 2
DPL11 1 2
DPL12 1 2

DPL13 1 2
DPL14 1 2

DPL16 1 3 Humlv418; IGLV3S1
DPL23 1 3 VIIIL1

Humlv318 4 3

DPL18 1 7 4A; HUMIGLVA
DPL19 1 7
DPL21 1 8 VL8.1

HUMLV801 5 8
DPL22 1 9
DPL24 1 unassigned VLAMBDA N.�2

gVLX-�4.4 6 10

Table 1C: Human heavy chain germline gene segments

Used Name1 Rererence2 Family3 Germline genes4

VH1-12-1 19 1 DP10; DA- �2; DA-�6
VH1-12-8 22 1 RR.VH1.2

VH1-12-2 6 1 hvl263
VH1-12.9 7 1 YAC-�7; RR.VH1.1; 1-69
VH1-12-3 19 1 DP3

VHL-�12-4 19 1 DP21; 4d275a; VH7a
VH1-12-5 18 1 1-4.1b; V1-4.1b
VH1-12-6 21 1 1D37; �VH7b;�7-81; �YAC- �10

VH1-12-7 19 1 DP14; VH1GRR; V1-18
VH1-13-1 10 1 71-5; DP2
VH1-13-2 10 1 E3-10

VH1-13-3 19 1 DP1
VH1-13-4 12 1 V35
VH1-13-5 8 1 V1-2b

VH1-13-6 18 1 1-2; DP75
VH1-13-7 21 1 V1-2
VH1-13-8 19 1 DP8

VH1-13-9 3 1 1-1
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(continued)

Used Name1 Rererence2 Family3 Germline genes4

VH1-13-10 19 1 DP12
VH1-13-11 15 1 V13C

VH1-13-12 18 1 1-3b; DP25; V1-3b
VH1-13-13 3 1 1-92
VH1-13-14 18 1 1-3; V1-3

VH1-13-15 19 1 DP15; V1-8
VH1-13-16 3 1 21-2; 3-1; DP7; V1-46
VH1-13-17 16 1 HG3

VH1-13-18 19 1 DP4; 7-2; V1-45
VH1-13-19 27 1 COS 5
VH1-1X-�1 19 1 DP5; 1-24P

VH2-21-1 18 2 II- �5b
VH2-31-1 2 2 VH2S12-1
VH2-31-2 2 2 VH2S12-7

VH2-31-3 2 2 VH2S12-9; DP27
VH2-31-4 2 2 VH2S12-10

VH2-31-5 14 2 V2-26; DP26; 2-26
VH2-31-6 15 2 VF2-26
VH2-31-7 19 2 DP28; DA- �7
VH2-31-14 7 2 YAC-�3; 2-70
VH2-31-8 2 2 VH2S12-5
VH2-31-9 2 2 VH2S12-12

VH2-31.10 18 2 H-�5: V2-5
VH2-31-11 2 2 VH2S12-2; VH2S12-8
VH2-31-12 2 2 VH2S12-4; VH2S12-6

VH2-31-13 2 2 VH2S12-14
VH3-11-1 13 3 v65-2; DP44
VH3-11-2 19 3 DP45

VH3-11-3 3 3 13-2; DP48
VH3-11-4 19 3 DP52
VH3-11-5 14 3 v3-13

VH3-11-6 19 3 DP42
VH3-11-7 3 3 8-1B; YAC-�5; 3-66
VH3-11-8 14 3 V3-53

VH3-13-1 3 3 22-2B; DP35; V3-11
VH3-13-5 19 3 DP59; VH19; V3-35
VH3-13-6 25 3 fl-�pl; DP61

VH3-13-7 19 3 DP46; GL-�SJ2; COS 8; hv3005; hv3005f3; 3d21b; 56pl
VH3-13-8 24 3 VH26
VH3-13-9 5 3 vh26c

VH3-13-10 19 3 DP47; VH26; 3-23
VH3-13-11 3 3 1-91
VH3-13-12 19 3 DP58

VH3-13-13 3 3 1-9111; DP49; 3-30; 3d28.1
VH3-13-14 24 3 3019B9; DP50; 3-33; 3d277
VH3-13-15 27 3 COS 3

VH3-13-16 19 3 DP51
VH3-13-17 16 3 H11
VH3-13-18 19 3 DP53; COS 6; 3-74; DA-�8
VH3-13-19 19 3 DP54: VH3-11; V3-7
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(continued)

Used Name1 Rererence2 Family3 Germline genes4

VH3-13-20 14 3 V3-64; YAC-�6
VH3-13-21 14 3 V3-48

VH3-13-22 14 3 V3-43; DP33
VH3-13-23 14 3 V3-33
VH3-13-24 14 3 V3-21; DP77

VH3-13-25 14 3 V3-20; DP32
VH3-13-26 14 3 V3-9; DP31
VH3-14-1 3 3 12-2; DP29; 3-72; DA- �3
VH3-14-4 7 3 YAC-�9; 3-73; MTGL
VH3-14-2 4 3 VHD26
VH3-14-3 19 3 DP30

VH3-1X-�1 1 3 LSG8.1; LSG9.1; LSG10.1; HUM121GVH; HUM13IGVH
VH3-1X-�2 1 3 LSG11.1; HUM41GVH

VH3-1X-�3 3 3
9-1; DP38; LSG7.1; RCG1.1; LSG1.1; LSG3.1; LSG5.1; HUM15IGVH;

HUM21GVH; HUM91GVH
VH3-1X-�4 1 3 LSG4.1

VH3-1X-�5 1 3 LSG2.1
VH3-1X-�6 1 3 LSG6.1; HUM10IGVH
VH3-1X-�7 18 3 3-15; V3-15

VH3-1X-�8 1 3 LSG12.1; HUM5IGVH
VH3-1X-�9 14 3 V3-49
VH4-11-1 22 4 Tou-�VH4.21

VH4-11-2 17 4 VH4.21; DP63; VH5; 4d76; V4-34
VH4-11-3 23 4 4.44
VH4-11-4 23 4 4.44.3

VH4-11-5 23 4 4.36
VH4-11-6 23 4 4.37
VH4-11-7 18 4 IV-�4; 4.35: V4-4

VH4-11-8 17 4 VH4.11; 3d197d; DP71; 58p2
VH4-11-9 20 4 H7
VH4-11-10 20 4 H8

VH4-11-11 20 4 H9
VH4-11-12 17 4 VH4.16
VH4-11-13 23 4 4.38

VH4-11-14 17 4 VH4.15
VH4-11-15 11 4 58
VH4-11-16 10 4 71-4; V4-59

VH4-21-1 11 4 11
VH4-21-2 17 4 VH4.17; VH4.23; 4d255; 4.40; DP69
VH4-21-3 17 4 VH4.19; 79; V4-4b

VH4-21-4 19 4 DP70; 4d68; 4.41
VH4-21-5 19 4 DP67; VH4-4B
VH4-21-6 17 4 VH4.22; VHSP; VH-�JA

VH4-21-7 17 4 VH4.13; 1-911; 12G- �1; 3d28d; 4.42; DP68; 4-28
VH4-21-8 26 4 hv4005; 3d24d
VH4-21-9 17 4 VH4.14

VH4-31-1 23 4 4.34; 3d230d; DP78
VH4-31-2 23 4 4.34.2
VH4-31-3 19 4 DP64; 3d216d

VH4-31-4 19 4 DP65; 4-31; 3d277d
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(continued)

Used Name1 Rererence2 Family3 Germline genes4

VH4-31-5 23 4 4.33; 3d75d
VH4-31-6 20 4 H10

VH4-31-7 20 4 H11
VH4-31-8 23 4 4.31
VH4-31-9 23 4 4.32

VH4-31-10 20 4 3d277d
VH4-31-11 20 4 3d216d
VH4-31-12 20 4 3d279d

VH4-31-13 17 4 VH4.18; 4d154; DP79
VH4-31-14 8 4 V4-39
VH4-31-15 11 4 2-1; DP79

VH4-31-16 23 4 4.30
VH4-31-17 17 4 VH4.12
VH4-31-18 10 4 71-2; DP66

VH4-31-19 23 4 4.39
VH4-31-20 8 4 V4-61

VH5-12-1 9 5 VH251; DP73; VHVCW; 51- �R1; VHVLB; VHVCH; VHVTT; VHVAU;
VHVBLK; VhAU; V5-51

VH5-12-2 17 5 VHVJB

VH5-12-3 3 5 1- �v; DP80; 5-78
VH5-12-4 9 5 VH32; VHVRG; VHVMW; 5-2R1

VH6-35-1 4 6
VHVI; VH6; VHVIIS; VHVITE; VHVIJB; VHVICH; VHVICW; VHVIBLK;

VHVIMW; DP74; 6-1G1; V6-1

Table 2A: rearranged human kappa sequences

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

III- �3R 108 1 O8 1 1,1% 70
No. �86 109 1 O8 3 3,2% 80

AU 108 1 O8 6 6,3% 103
ROY 108 1 O8 6 6.3% 43
IC4 108 1 O8 6 6,3% 70

HIV-�B26 106 1 O8 3 3,2% 8
GRI 108 1 O8 8 8,4% 30
AG 106 1 O8 8 8,6% 116

REI 108 1 O8 9 9,5% 86
CLL PATIENT 
16

88 1 O8 2 2,3% 122

CLL PATIENT 
14

87 1 O8 2 2,3% 122

CLL PATIENT 
15

88 1 O8 2 2,3% 122

GM4672 108 1 O8 11 11,6% 24
HUM. YFC51.1 108 1 O8 12 12,6% 110

LAY 108 1 O8 12 12,6% 48
HIV-�b13 106 1 O8 9 9,7% 8
MAL-�NaCl 108 1 O8 13 13,7% 102

STRAb SA-�1A 108 1 O2 0 0,0% 120
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

HuVHCAMP 108 1 O8 13 13,7% 100

CRO 108 1 O2 10 10,5% 30
Am107 108 1 O2 12 12,6% 108
WALKER 107 1 O2 4 4,2% 57

III- �2R 109 1 A20 0 0,0% 70
FOG1-�A4 107 1 A20 4 4,2% 41
HK137 95 1 L1 0 0,0% 10

CEA4-8A 107 1 O2 7 7,4% 41
Va’ 95 1 L4 0 0,0% 90
TRI. �21 108 1 O2 4 4,2% 92

HAU 108 1 O2 6 6,3% 123
HKI02 95 1 L12�(1) 0 0,0% 9
H20C3K 108 1 L12�(2) 3 3,2% 125

CHEB 108 1 O2 7 7,4% 5
HK134 95 1 L15�(2) 0 0,0% 10

TEL9 108 1 O2 9 9,5% 73
TR 1.32 103 1 O2 3 3,2% 92
RF- �KES 97 1 A20 4 4,2% 121

WES 108 1 L5 10 10,5% 61
DILpl 95 1 O4 1 1,1% 70
SA- �4B 107 1 L12�(2) 8 8,4% 120

HK101 95 1 L15�(1) 0 0,0% 9
TR1.23 108 1 O2 5 5,3% 92
HF2-1/17 108 1 A30 0 0,0% 4

2E7 108 1 A30 1 1,1% 62
33.C9 107 1 L12�(2) 7 7,4% 126
3D6 105 1 L12�(2) 2 2,1% 34

1-2a 108 1 L8 8 8,4% 70
RF- �KL1 97 1 L8 4 4,2% 121
TNF- �E7 108 1 A30 9 9.5% 41

TRI. �22 108 1 O2 7 7,4% 92
HIV-�B35 106 1 O2 2 2,2% 8
HIV-�b22 106 1 O2 2 2,2% 8

HIV-�b27 106 1 O2 2 2,2% 8
HIV-�B8 107 1 O2 10 10,8% 8
HIV-�b8 107 1 O2 10 10,8% 8

RF- �SJ5 95 1 A30 5 5,3% 113
GAL�(I) 108 1 A30 6 6,3% 64
R3.SHSG 108 1 O2 6 6,3% 70

HIV-�b14 106 1 A20 2 2,2% 8
TNF- �E1 105 1 L5 8 8,4% 41
WEA 108 1 A30 8 8,4% 37

EU 108 1 L12�(2) 5 5,3% 40
FOG1- �G8 108 1 L8 11 11,6% 41
1X7RG1 108 1 L1 8 8,4% 70

BLI 108 1 L8 3 3,2% 72
KUE 108 1 L12�(2) 11 11,6% 32
LUNm01 108 1 L12�(2) 10 10,5% 6

HIV-�b1 106 1 A20 4 4,3% 8
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

HIV-�s4 103 1 O2 2 2,2% 8

CAR 107 1 L12�(2) 11 11,7% 79
BR 107 1 L12�(2) 11 11,6% 50
CLL PATIENT 
10

88 1 O2 0 0,0% 122

CLL PATIENT 
12

88 1 O2 0 0,0% 122

KING 108 1 L12�(2) 12 12,6% 30
V13 95 1 L24 0 0,0% 46
CLL PATIENT 
11

87 1 O2 0 0,0% 122

CLL PATIENT 
13

87 1 O2 0 0,0% 122

CLLPATIENT9 88 1 O12 1 1,1% 122
HIV-�B2 106 1 A20 9 9,7% 8
HIV-�b2 106 1 A20 9 9,7% 8

CLL PATIENT 
5

88 1 A20 1 1,1% 122

CLL PATIENT 
1

88 1 L8 2 2,3% 122

CLL PATIENT 
2

88 1 L8 0 0,0% 122

CLL PATIENT 
7

88 1 L5 0 0,0% 122

CLL PATIENT 
8

88 1 L5 0 0,0% 122

HIV-�b5 105 1 L5 11 12,0% 8

CLL PATIENT 
3

87 1 L8 1 1,1% 122

CLL PATIENT 
4

88 1 L9 0 0,0% 122

CLL PATIENT 
18

85 1 L9 6 7,1% 122

CLL PATIENT 
17

86 1 L12�(2) 7 8,1% 122

HIV-�b20 107 3 A27 11 11,7% 8

2C12 108 1 L12�(2) 20 21,1% 68
IB11 108 1 L12�(2) 20 21,1% 68
1H1 108 1 L12�(2) 21 22,1% 68

2A12 108 1 L12 �(2) 21 22,1% 68
CUR 109 3 A27 0 0,0% 66
GLO 109 3 A27 0 0,0% 16

RF- �TS1 96 3 A27 0 0,0% 121
GAR’ 109 3 A27 0 0,0% 67
FLO 109 3 A27 0 0,0% 66

PIE 109 3 A27 0 0,0% 91
HAH 14.1 109 3 A27 1 1,0% 51
HAH 14.2 109 3 A27 1 1,0% 51

HAH 16.1 109 3 A27 1 1,0% 51
NOV 109 3 A27 1 1,0% 52
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

33.F12 108 3 A27 1 1,0% 126

8E10 110 3 A27 1 1,0% 25
TH3 109 3 A27 1 1,0% 25
HIC (R) 108 3 A27 0 0,0% 51

SON 110 3 A27 1 1,0% 67
PAY 109 3 A27 1 1,0% 66
GOT 109 3 A27 1 1,0% 67

mAbA6H4C5 109 3 A27 1 1,0% 12
BOR’ 109 3 A27 2 2,1% 84
RF- �SJ3 96 3 A27 2 2,1% 121

SIE 109 3 A27 2 2,1% 15
ESC 109 3 A27 2 2,1% 98
HEW’ 110 3 A27 2 2,1% 98

YES8c 109 3 A27 3 3,1% 33
TI 109 3 A27 3 3,1% 114

mAb113 109 3 A27 3 3,1% 71
HEW 107 3 A27 0 0,0% 94
BRO 106 3 A27 0 0,0% 94

ROB 106 3 A27 0 0,0% 94
NG9 96 3 A27 4 4,2% 11
NEU 109 3 A27 4 4,2% 66

WOL 109 3 A27 4 4,2% 2
35G6 109 3 A27 4 4,2% 59
RF- �SJ4 109 3 A11 0 0,0% 88

KAS 109 3 A27 4 4,2% 84
BRA 106 3 A27 1 1,1% 94
HAH 106 3 A27 1 1,1% 94

HIC 105 3 A27 0 0,0% 94
FS- �2 109 3 A27 6 6,3% 87
JH’ 107 3 A27 6 6,3% 38

EV1-15 109 3 A27 6 6,3% 83
SCA 108 3 A27 6 6,3% 65
mAb112 109 3 A27 6 6,3% 71

SIC 103 3 A27 3 3,3% 94
SA- �4A 109 3 A27 6 6,3% 120
SER 108 3 A27 6 6,3% 98

GOL’ 109 3 A27 7 7,3% 82
B5G10K 105 3 A27 9 9,7% 125
HG2B10K 110 3 A27 9 9,4% 125

Taykv322 105 3 A27 5 5,4% 52
CLL PATIENT 
24

89 3 A27 1 1,1% 122

HIV-�b24 107 3 A27 7 7,4% 8
HIV-�b6 107 3 A27 7 7,4% 8
Taykv310 99 3 A27 1 1,1% 52

KA3D1 108 3 L6 0 0,0% 85
19.E7 107 3 L6 0 0,0% 126
rsv6L 109 3 A27 12 12,5% 7

Taykv320 98 3 A27 1 1,2% 52
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

Vh 96 3 L10�(2) 0 0,0% 89

LS8 108 3 L6 1 1,1% 109
LS1 108 3 L6 1 1,1% 109
LS2S3-3 107 3 L6 2 2,1% 99

LS2 108 3 L6 1 1,1% 109
LS7 108 3 L6 1 1,1% 109
LS2S3-4d 107 3 L6 2 2,1% 99

LS2S3-4a 107 3 L6 2 2,1% 99
LS4 108 3 L6 1 1,1% 109
LS6 108 3 L6 1 1,1% 109

LS2S3-10a 107 3 L6 2 2,1% 99
LS2S3-8c 107 3 L6 2 2,1% 99
LS5 108 3 L6 1 1,1% 109

LS2S3-5 107 3 L6 3 3,2% 99
LUNm03 109 3 A27 13 13,5% 6

IARC/BL41 108 3 A27 13 13,7% 55
slkv22 99 3 A27 3 3,5% 13
POP 108 3 L6 4 4,2% 111

LS2S3-10b 107 3 L6 3 3,2% 99
LS2S3-8f 107 3 L6 3 3,2% 99
LS2S3-12 107 3 L6 3 3,2% 99

HIV-�B30 107 3 A27 11 11,7% 8
HIV-�B20 107 3 A27 11 11,7% 8
HIV-�b3 108 3 A27 11 11,7% 8

HIV-�s6 104 3 A27 9 9,9% 8
YSE 107 3 L2/L16 1 1,1% 72
POM 109 3 L2/L16 9 9,4% 53

Humkv328 95 3 L2/L16 1 1,1% 19
CLL 109 3 L2/L16 3 3,2% 47
LES 96 3 L2/L16 3 3,2% 38

HIV-�s5 104 3 A27 11 12,1%. 8
HIV-�s7 104 3 A27 11 12,1% 8
slkvl 99 3 A27 7 8,1% 13

Humka3 les 95 3 L2/L16 4 4,2% 18
slkv12 101 3 A27 8 9,2% 13
RF- �TS2 95 3 L2/L16 3 3,2% 121

11-1 109 3 L2/L16 4 4,2% 70
HIV-�s3 105 3 A27 13 14,3% 8
RF- �TMC1 96 3 L6 10 10,5% 121

GER 109 3 L2/L16 7 7,4% 75
GF4/1.1 109 3 L2/L16 8 8,4% 36
mAb114 109 3 L2/L16 6 6,3% 71

HIV-�loop13 109 3 L2/L16 7 7,4% 8
bkv16 86 3 L6 1 1,2% 13
CLL PATIENT 
29

86 3 L6 1 1,2% 122

slkv9 98 3 L6 3 3,5% 13
bkv17 99 3 L6 1 1,2% 13

slkv14 99 3 L6 1 1,2% 13
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Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

slkv16 101 3 L6 2 2,3% 13

bkv33 101 3 L6 4 4,7% 13
slkv15 99 3 L6 2 2,3% 13
bkv6 100 3 L6 3 3,5% 13

R6B8K 108 3 L2/L16 12 12,6% 125
AL 700 107 3 L2/L16 9 9,5% 117
slkv11 100 3 L2/L16 3 3,5% 13

slkv4 97 3 L6 4 4,8% 13
CLL PATIENT 
26

87 3 L2/L16 1 1,1% 122

AL Sel24 103 3 L2/L16 9 9,5% 117
slkv13 100 3 L2/L16 6 7,0% 13
bkv7 100 3 L2/L16 5 5,8% 13

bkv22 100 3 L2/L16 6 7,0% 13
CLL PATIENT 
27

84 3 L2/L 1 6 0 0,0% 122

bkv35 100 3 L6 8 9,3% 13
CLL PAT1ENT 
25

87 3 L2/L16 4 4,6% 122

slkv3 86 3 L2/L16 7 8,1% 13
slkv7 99 1 O2 7 8,1% 13

HuFd79 111 3 L2/L16 24 24,2% 21
RAD 99 3 A27 9 10,3% 78
CLL PATIENT 
28

83 3 L2/L16 4 4,8% 122

REE 104 3 L2/L16 25 27,2% 95
FR4 99 3 A27 8 9,2% 77

MD3.3 92 3 L6 1 1,3% 54
MD3.1 92 3 L6 0 0.0% 54
GA3.6 92 3 L6 2 2,6% 54

M3.5N 92 3 L6 3 3,8% 54
WEI’ 82 3 A27 0 0,0% 65
MD3.4 92 3 L2/L16 1 1,3% 54

MD3.2 91 3 L6 3 3,8% 54
VER 97 3 A27 19 22,4% 20
CLL PATIENT 
30

78 3 L6 3 3,8% 122

M3.1N 92 3 L2/L16 1 1,3% 54
MD3.6 91 3 L2/L16 0 0,0% 54

MD3.8 91 3 L2/L16 0 0,0% 54
GA3.4 92 3 L6 7 9,0% 54
M3.6N 92 3 A27 0 0,0% 54

MD3.10 92 3 A27 0 0,0% 54
MD3.13 91 3 A27 0 0,0% 54
MD3.7 93 3 A27 0 0,0% 54

MD3.9 93 3 A27 0 0,0% 54
GA3.1 93 3 A27 6 7,6% 54
bkv32 101 3 A27 5 5,7% 13

GA3.5 93 3 A27 5 6,3% 54
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

GA3.7 92 3 A27 7 8,9% 54

MD3.12 92 3 A27 2 2,5% 54
M3.2N 90 3 L6 7,8% 54
MD3.5 92 3 A27 1 1,3% 54

M3.4N 91 3 L2/L16 8 10.3% 54
M3.8N 91 3 L2/L16 7 9,0% 54
M3.7N 92 3 A27 3 3,8% 54

GA3.2 92 3 A27 9 11,4% 54
GA3.8 93 3 A27 4 5,1% 54
GA3.3 92 3 A27 8 10,1% 54

M3.3N 92 3 A27 5 6,3% 54
B6 83 3 A27 8 11,3% 78
E29.1 KAPPA 78 3 L2/L16 0 0,0% 22

SCW 108 1 O8 12 12,6% 31
RE1-�based 107 1 O8 14 14,7% 39

CAMPATH-�9
RZ 107 1 O8 14 14,7% 50
BI 108 1 O8 14 14,7% 14

AND 107 1 O2 13 13,7% 69
2A4 109 1 O2 12 12,6% 23
KA 108 1 O8 19 20,0% 107

MEV 109 1 O2 14 14,7% 29
DEE 106 1 O2 13 14,0% 76
OU�(IOC) 108 1 O2 18 18,9% 60

HuRSV19VK 111 1 08 21 21,0% 115
SP2 108 1 O2 17 17,9% 93
BJ26 99 1 O8 21 24,1% 1

NI 112 1 O8 24 24,2% 106
BMA 
0310EUCIV2

106 1 L12�(1) 21 22,3% 105

CLL PATIENT 
6

71 1 A20 0 0,0% 122

BJ19 85 1 O8 16 21,9% 1

GM 607 113 2 A3 0 0,0% 58
R5A3K 114 2 A3 1 1,0% 125
R1C8K 114 2 A3 1 1,0% 125

VK2.R149 113 2 A3 2 2,0% 118
TR1.6 109 2 A3 4 4,0% 92
TR1.37 104 2 A3 5 5,0% 92

FS-�1 113 2 A3 6 6,0% 87
TR1.8 110 2 A3 6 6,0% 92
NIM 113 2 A3 8 8,0% 28

Inc 112 2 A3 11 11,0% 35
TEW 107 2 A3 6 6,4% 96
CUM 114 2 O1 7 6,9% 44

HRF1 71 2 A3 4 5,6% 124
CLL PATIENT 
19

87 2 A3 0 0,0% 122
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

CLL PATIENT 
20

87 2 A3 0 0,0% 122

MIL 112 2 A3 16 16,2% 26
FR 113 2 A3 20 20,0% 101

MAL-�Urine 83 1 O2 6 8,6% 102
Taykv306 73 3 A27 1 1,6% 52
Taykv312 75 3 A27 1 1,6% 52

HIV-�b29 93 3 A27 14 17,5% 8
1-185-37 110 3 A27 0 0,0% 119
1-187-29 110 3 A27 0 0,0% 119

TT117 110 3 A27 9 9,4% 63
HIV-�loop8 108 3 A27 16 16,8% 8
rsv23L 108 3 A27 16 16,8% 7

HIV-�b7 107 3 A27 14 14,9% 8
HIV-�b11 107 3 A27 15 16,0% 8

HIV-�LC1 107 3 A27 19 20,2% 8
HIV-�LC7 107 3 A27 20 21,3% 8
HIV-�LC22 107 3 A27 21 22,3% 8

HlV-�LC13 107 3 A27 21 22,3% 8
HIV-�LC3 107 3 A27 21 22,3% 8
HIV-�LC5 107 3 A27 21 22,3% 8

HIV-�LC28 107 3 A27 21 22,3% 8
HIV-�b4 107 3 A27 22 23,4% 8
CLL PAT1ENT 
31

87 3 A27 15 17,2% 122

HIV-�Ioop2 108 3 L2/L16 17 17,9% 8
HIV-�Ioop35 108 3 L2/L16 17 17,9% 8

HIV-�LCI1 107 3 A27 23 24,5% 8
HIV-�LC24 107 3 A27 23 24,5% 8
HIV-�b12 107 3 A27 24 25,5% 8

HIV-�LC25 107 3 A27 24 25,5% 8
HIV-�b21 107 3 A27 24 25,5% 8
HIV-�LC26 107 3 A27 26 27,7% 8

G3D10K 108 1 L12�(2) 12 12,6% 125
TT125 108 1 L5 8 8,4% 63
HIV-�s2 103 3 A27 28 31,1% 8

265-695 108 1 L5 7 7,4% 3
2-115-19 108 1 A30 2 2,1% 119
rsv13L 107 1 O2 20 21,1% 7

HIV-�b18 106 1 O2 14 15,1% 8
RF- �KL5 98 3 L6 36 36,7% 97
ZM1-1 113 2 A17 7 7,0% 3

HIV-�s8 103 1 O8 16 17,8% 8
K-�EV15 95 5 B2 0 0,0% 112
RF- �TS3 100 2 A23 0 0,0% 121

HF- �21/28 111 2 A17 1 1,0% 17
RPMI6410 113 2 A17 1 1,0% 42
JC11 113 2 A17 1 1,0% 49

O-�81 114 2 A17 5 5,0% 45
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(continued)

Name1 aa2 Computed 
family3

Germline gene4 Diff. to 
germline5

% diff. to 
germline6

Reference7

FK-�001 113 4 B3 0 0,0% 81

CD5+. �28 101 4 B3 1 1,0% 27
LEN 114 4 B3 1 1,0% 104
UC 114 4 B3 1 1,0% 111

CDS+. �5 101 4 B3 1 1,0% 27
CDS+. �26 101 4 B3 1 1,0% 27
CDS+. �12 101 4 B3 2 2.0% 27

CDS+. �23 101 4 B3 2 2,0% 27
CDS+. �7 101 4 B3 2 2,0% 27
VJI 113 4 B3 3 3,0% 56

LOC 113 4 B3 3 3,0% 72
MAL 113 4 B3 3 3.0% 72
CD5+. �6 101 4 B3 3 3,0% 27

H2F 113 4 B3 3 3,0% 70
PB17IV 114 4 B3 4 4,0% 74

CD5+. �27 101 4 B3 4 4,0% 27
CD5+. �9 101 4 B3 4 4,0% 27
CDS-.�28 101 4 B3 5 5,0% 27

CD5-. �26 101 4 B3 6 5,9% 27
CD5+. �24 101 4 B3 6 5,9% 27
CDS+.�10 101 4 B3 6 5,9% 27

CDS-.�19 101 4 B3 6 5,9% 27
CD5-. �18 101 4 B3 7 6,9% 27
CDS-.�16 101 4 B3 8 7,9% 27

CD5-. �24 101 4 B3 8 7,9% 27
CD5-. �17 101 4 B3 10 9,9% 27
MD4.1 92 4 B3 0 0.0% 54

MD4.4 92 4 B3 0 0,0% 54
MD4.5 92 4 B3 0 0,0% 54
MD4.6 92 4 B3 0 0,0% 54

MD4.7 92 4 B3 0 0,0% 54
MD4.2 92 4 B3 1 1,3% 54
MD4.3 92 4 B3 5 6,3% 54

CLL PATIENT 
22

87 2 A17 2 2,3% 122

CLL PATIENT 
23

84 2 A17 2 2,4% 122

Table 2B: rearranged human lambda sequences

Name’ aa2 Computed 
family 3

Germline 
gene4

Diff. to 
gerinline 5

% diff. to 
germline 6

Reference 7

WAH 110 1 DPL3 7 7% 68
1B9/F2 112 1 DPL3 7 7% 9

DIA 112 1 DPL2 7 7% 36
mAb67 89 1 DPL3 0 0% 29
HiH2 110 1 DPL3 12 11% 3

NIG- �77 112 1 DPL2 9 9% 72
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(continued)

Name’ aa2 Computed 
family 3

Germline 
gene4

Diff. to 
gerinline 5

% diff. to 
germline 6

Reference 7

OKA 112 1 DPL2 7 7% 84

KOL 112 1 DPL2 12 11% 40
T2:�C5 111 1 DPL5 0 0% 6
T2:�C14 110 1 DPL5 0 0% 6

PR-�TS1 110 1 DPL5 0 0% 55
4G12 111 1 DPL5 1 1% 35
KIM46L 112 1 HUMLV117 0 0% 8

Fog-�B 111 1 DPL5 3 3% 31
9F2L 111 1 DPL5 3 3% 79
mAb111 110 1 DPL5 3 3% 48

PHOX15 111 1 DPL5 4 4% 49
BL2 111 1 DPL5 4 4% 74
NIG- �64 111 1 DPL5 4 4% 72

RF- �SJ2 100 1 DPL5 6 6% 78
AL EZ1 112 1 DPL5 7 7% 41

ZIM 112 1 HUMLV117 7 7% 18
RF- �SJ1 100 1 DPL5 9 9% 78
IGLV1.1 98 1 DPL4 0 0% 1

NEW 112 1 HUMLV117 11 10% 42
CB-�201 87 1 DPL2 1 1% 62
MEM 109 1 DPL2 6 6% 50

H210 111 2 DPL10 4 4% 45
NOV 110 2 DPL10 8 8% 25
NEI 111 2 DPL10 8 8% 24

AL MC 110 2 DPL11 6 6% 28
MES 112 2 DPL11 8 8% 84
FOG1-�A3 111 2 DPL11 9 9% 27

AL NOV 112 2 DPL11 7 7% 28
HMST-�1 110 2 DPL11 4 4% 82
HBW4-1 108 2 DPL12 9 9% 52

WH 110 2 DPL11 11 11% 34
11-50 110 2 DPL11 7 7% 82
HBp2 110 2 DPL12 8 8% 3

NIG- �84 113 2 DPL11 12 11% 73
VIL 112 2 DPL11 9 9% 58
TRO 111 2 DPL12 10 10% 61

ES492 108 2 DPL11 15 15% 76
mAb216 89 2 DPL12 1 1% 7
BSA3 109 3 DPL16 0 0% 49

THY-�29 110 3 DPL16 0 0% 27
PR-�TS2 108 3 DPL16 0 0% 55
E29.1 LAMBDA 107 3 DPL16 1 1% 13

mAb63 109 3 DPL16 2 2% 29
TEL14 110 3 DPL16 6 6% 49
6H-�3C4 108 3 DPL16 7 7% 39

SH 109 3 DPL16 7 7% 70
AL GIL 109 3 DPL16 8 8% 23
H6-3C4 108 3 DPL16 8 8% 83

V-�lambda- �2.DS 111 2 DPL11 3 3% 15
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(continued)

Name’ aa2 Computed 
family 3

Germline 
gene4

Diff. to 
gerinline 5

% diff. to 
germline 6

Reference 7

8.12 ID 110 2 DPL 11 3 3% 81

DSC 111 2 DPL11 3 3% 56
PV11 110 2 DPL11 1 1% 56
33.H11 110 2 DPL11 4 4% 81

AS17 111 2 DPL11 7 7% 56
SD6 110 2 DPL 11 7 7% 56
KS3 110 2 DPL11 9 9% 56

PV6 110 2 DPL12 5 5% 56
NGD9 110 2 DPL11 7 7% 56
MUC1-1 111 2 DPL11 11 10% 27

A30c 111 2 DPL10 6 6% 56
KS6 110 2 DPL12 6 6% 56
TEL13 111 2 DPL11 11 10% 49

AS7 110 2 DPL12 6 6% 56
MCG 112 2 DPL12 12 11% 20

U266L 110 2 DPL12 13 12% 77
PR-�SJ2 110 2 DPL12 14 13% 55
BOH 112 2 DPL12 11 10% 37

TOG 111 2 DPL11 19 18% 53
TEL16 111 2 DPL11 19 18% 49
No. �13 110 2 DPL10 14 13% 52

BO 112 2 DPL12 18 17% 80
WIN 112 2 DPL12 17 16% 11
BUR 104 2 DPL12 15 15% 46

NIG- �58 110 2 DPL12 20 19% 69
WEIR 112 2 DPL11 26 25% 21
THY-�32 111 1 DPL8 8 8% 27

TNF-�H9G1 111 1 DPL8 9 9% 27
mAb61 111 1 DPL3 1 1% 29
LV1L1 98 1 DPL2 0 0% 54

HA 113 1 DPL3 14 13% 63
LA1L1 111 1 DPL2 3 3% 54
RHE 112 1 DPL1 17 16% 22

KIB12L 113 1 DPL8 17 16% 79
LOC 113 1 DPL2 15 14% 84
NIG- �51 112 1 DPL2 12 11% 67

NEWM 104 1 DPL8 23 22% 10
MD3-4 106 3 DPL23 14 13% 4
COX 112 1 DPL2 13 12% 84

HiH10 106 3 DPL23 13 12% 3
VOR 112 1 DPL2 16 15% 16
AL POL 113 1 DPL2 16 15% 57

CD4-74 111 1 DPL2 19 18% 27
AMYLOID MOL 102 3 DPL23 15 15% 30
OST577 108 3 Humlv318 10 10% 4

NIG- �48 113 1 DPL3 42 40% 66
CARR 108 3 DPL23 18 17% 19
mAb60 108 3 DPL23 14 13% 29

NIG- �68 99 3 DPL23 25 26% 32
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(continued)

Name’ aa2 Computed 
family 3

Germline 
gene4

Diff. to 
gerinline 5

% diff. to 
germline 6

Reference 7

KERN 107 3 DPL23 26 25% 59

ANT 106 3 DPL23 17 16% 19
LEE 110 3 DPL23 18 17% 85
CLE 94 3 DPL23 17 17% 19

VL8 98 8 DPL21 0 0% 81
MOT 110 3 Humlv318 23 22% 38
GAR 108 3 DPL23 26 25% 33

32.B9 98 8 DPL21 5 5% 81
PUG 108 3 Humlv318 24 23% 19
T1 115 8 HUMLV801 52 50% 6

RF- �TS7 96 7 DPL18 4 4% 60
YM-�1 116 8 HUMLV801 51 49% 75
K6H6 112 8 HUMLV801 20 19% 44

K5C7 112 8 HUMLV801 20 19% 44
K5B8 112 8 HUMLV801 20 19% 44

K5G5 112 8 HUMLV801 20 19% 44
K4B8 112 8 HUMLV801 19 18% 44
K6F5 112 8 HUMLV801 17 16% 44

HIL 108 3 DPL23 22 21% 47
KIR 109 3 DPL23 20 19% 19
CAP 109 3 DPL23 19 18% 84

1B8 110 3 DPL23 22 21% 43
SHO 108 3 DPL23 19 18% 19
HAN 108 3 DPL23 20 19% 19

cML23 96 3 DPL23 3 3% 12
PR-�SJI 96 3 DPL23 7 7% 55
BAU 107 3 DPL23 9 9% 5

TEX 99 3 DPL23 8 8% 19
X�(PET) 107 3 DPL23 9 9% 51
DOY 106 3 DPL23 9 9% 19

COT 106 3 DPL23 13 12% 19
Pag-�1 111 3 Humlv318 5 5% 31
DIS 107 3 Humlv318 2 2% 19

WIT 108 3 Humlv318 7 7% 19
1.RH 108 3 Humlv318 12 11% 19
S1-1 108 3 Humlv318 12 11% 52

DEL 108 3 Humlv318 14 13% 17
TYR 108 3 Humlv318 11 10% 19
J.RH 109 3 Humlv318 13 12% 19

THO 112 2 DPL13 38 36% 26
LBV 113 1 DPL3 38 36% 2
WLT 112 1 DPL3 33 31% 14

SUT 112 2 DPL12 37 35% 65
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Table 2C: rearranged human heavy chain sequences

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

21/28 119 1 VH1-13-12 0 0,0% 31

8E10 123 1 VH1-13-12 0 0,0% 31
MUC1-1 118 1 VH1-13-6 4 4,1% 42
gF1 98 1 VH1-13-12 10 10,2% 75

VHGL 1.2 98 1 VH1-13-6 2 2,0% 26
HVIL1 98 1 VH1-13-6 0 0,0% 81
RF- �TS7 104 1 VH1-13-6 3 3,1% 96

E55 1.A15 106 1 VH1-13-15 1 1,0% 26
HA1L1 126 1 VH1-13-6 7 7,1% 81
UC 123 1 VH1-13-6 5 5,1% 115

WIL2 123 1 VH1-13-6 6 6,1% 55
R3.5H5G 122 1 VH1-13-6 10 10,2% 70
N89P2 123 1 VH1-13-16 11 11,2% 77

mAb113 126 1 VH1-13-6 10 10,2% 71
LS2S3-3 125 1 VH1-12-7 5 5,1% 98

LS2S3-12a 125 1 VH1-12-7 5 5,1% 98
LS2S3-5 125 1 VH1-12-7 5 5,1% 98
LS2S3-12e 125 1 VH1-12-7 5 5,1% 98

LS2S3-4 125 1 VH1-12-7 5 5,1% 98
LS2S3-10 125 1 VH1-12-7 5 5,1% 98
LS2S3-12d 125 1 VH1-12-7 6 6,1% 98

LS2S3-8 125 1 VH1-12-7 5 5,1% 98
LS2 125 1 VH1-12-7 6 6,1% 113
LS4 105 1 VH1-12-7 6 6,1% 113

LS5 125 1 VH1-12-7 6 6,1% 113
LS1 125 1 VH1-12-7 6 6,1% 113
LS6 125 1 VH1-12-7 6 6,1% 113

LS8 125 1 VH1-12-7 7 7,1% 113
THY-�29 122 1 VHI-�12-7 0 0,0% 42
1B9/F2 122 1 VH1-12-7 10 10,2% 21

51P1 122 1 VH1-12-1 0 0,0% 105
NEI 127 1 VH1-12-1 0 0,0% 55
AND 127 1 VH1-12-1 0 0,0% 55

L7 127 1 VH1-12-1 0 0,0% 54
L22 124 1 VH1-12-1 0 0.0% 54
L24 127 1 VH1-12-1 0 0,0% 54

L26 116 1 VH1-12-1 0 0,0% 54
L33 119 1 VH1-12-1 0 0,0% 54
L34 117 1 VH1-12-1 0 0,0% 54

L36 118 1 VH1-12-1 0 0,0% 54
L39 120 1 VH1-12-1 0 0,0% 54
L41 120 1 VH1-12-1 0 0,0% 54

L42 125 1 VH1-12-1 0 0.0% 54
VHGL 1.8 101 1 VH1-12-1 0 0,0% 26
783c 127 1 VH1-12-1 0 0,0% 22

X17115 127 1 VH1-12-1 0 0,0% 37
L25 124 1 VH1-12-1 0 0,0% 54
L17 120 1 VH1-12-1 1 1,0% 54
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(continued)

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

L30 127 1 VH1-12-1 1 1,0% 54

L37 120 1 VHI-�12-1 1 1.0% 54
TNF-�E7 116 1 VHI-�12-1 2 2,0% 42
mAb111 122 1 VHI-�12-1 7 7,1% 71

III- �2R 122 1 VHI-�12-9 3 3,1% 70
KAS 121 1 VHI-�12-1 7 7,1% 79
YES8c 122 1 VH1-12-1 8 8,2% 34

RF- �TS1 123 1 VHI-�12-1 8 8,2% 82
BOR’ 121 1 VH1-12-8 7 7,1% 79
VHGL 1.9 101 1 VH1-12-1 8 8,2% 26

mAb410.30F305 117 1 VH1-12-9 5 5,1% 52
EV1-15 127 1 VH1-12-8 10 10,2% 78
mAb112 122 1 VH1-12-1 11 11,2% 71

EU 117 1 VH1-12-1 11 11,2% 28
H210 127 1 VH1-12-1 12 12,2% 66

TRANSGENE 104 1 VH1-12-1 0 0,0% 111
CLL2-1 93 1 VH1-12-1 0 0,0% 30
CLL10 13-3 97 1 VH1-12-1 0 0,0% 29

LS7 99 1 VH1-12-7 4 4,1% 113
ALL7-1 87 1 VH1-12-7 0 0,0% 30
CUL3-1 91 1 VHI-�12-7 1 1,0% 30

ALL56-1 1 85 1 VHI-�13-8 0 0,0% 30
ALL1-1 87 1 VHI-�13-6 1 1,0% 30
ALL4-1 94 1 VHI-�13-8 0 0,0% 30

ALL56 15-4 85 1 VHI-�13-8 5 5,1% 29
CLL4-1 88 1 VHI-�13-1 1 1,0% 30
Au92.1 98 1 VHI-�12-5 0 0,0% 49

RF- �TS3 120 1 VHI-�12-5 1 1,0% 82
Au4.1 98 1 VHI-�12-5 1 1,0% 49
HP1 121 1 VHI-�13-6 13 13,3% 110

BLI 127 1 VH1-13-15 5 5,1% 72
No. �13 127 1 VHI-�12-2 19 19,4% 76
TR1.23 122 1 VH1-13-2 23 23,5% 88

S1-1 125 1 VH1-12-2 18 18,4% 76
TR1.10 119 1 VH1-13-12 14 14,3% 88
E55 1.A2 102 1 VH1-13-15 3 3,1% 26

SP2 119 1 VH1-13-6 15 15.3% 89
TNF- �H9G1 111 1 VH1-13-18 2 2,0% 42
G3D10H 127 1 VH1-13-16 19 19,4% 127

TR1.9 118 1 VH1-13-12 14 14,3% 88
TR1.8 121 1 VH1-12-1 24 24,5% 88
LUNm01 127 1 VH1-13-6 22 22,4% 9

K1B12H 127 1 VH1-12-7 23 23,5% 127
L3B2 99 1 VH1-13-6 2 2,0% 46
ss2 100 1 VH1-13-6 2 2,0% 46

No. �86 124 1 VH1-12-1 20 20,4% 76
TR1.6 124 1 VH1-12-1 19 19,4% 88
ss7 99 1 VH1-12-7 3 3,1% 46

s5B7 102 1 VH1-12-1 0 0,0% 46
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(continued)

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

s6A3 97 1 VHI-�12-1 0 0,0% 46

ss6 99 1 VH1-12-1 0 0,0% 46
L2H7 103 1 VH1-13-12 0 0,0% 46
s6BG8 93 1 VHI-�13-12 0 0,0% 46

s6C9 107 1 VH1-13-12 0 0,0% 46
HIV-�b4 124 1 VH1-13-12 21 21,4°/a 12
HIV-�b12 124 1 VH1-13-12 21 21,4% 12

L3G5 98 1 VH1-13-6 1 1,0% 46
22 115 1 VH1-13-6 11 11,2% 118
L2A12 99 1 VH1-13-15 3 3,1% 46

PHOX15 124 1 VH1-12-7 20 20,4% 73
LUNm03 127 1 VH1-�IX- �1 18 18,4% 9
CEA4-8A 129 1 VH1-12-7 1 1,0% 42

M60 121 2 VH2-31-3 3 3,0% 103
HiH10 127 2 VH2-31-5 9 9,0% 4

COR 119 2 VH2-31-2 11 11,0% 91
2-115-19 124 2 VH2-31-11 8 8,1% 124
OU 125 2 VH2-31-14 20 25,6% 92

HE 120 2 VH2-31-13 19 19,0% 27
CLL33 40-1 78 2 VH2-31-5 2 2,0% 29
E55 3.9 88 3 VH3-11-5 7 7,2% 26

MTFC3 125 3 VH3-14-4 21 21,0% 131
MTFC11 125 3 VH3-14-4 21 21,0% 131
MTFJ1 114 3 VH3-14-4 21 21,0% 131

MTFJ2 114 3 VH3-14-4 21 21,0% 131
MTFUJ4 100 3 VH3-14-4 21 21,0% 131
MTFUJ5 100 3 VH3-14-4 21 21,0% 131

MTFUJ2 100 3 VH3-14-4 22 22,0% 131
MTFC8 125 3 VH3-14-4 23 23,0% 131
TD e Vq 113 3 VH3-14-4 0 0,0% 16

rMTF 114 3 VH3-14-4 5 5,0% 131
MTFUJ6 100 3 VH3-14-4 10 10,0% 131
RF- �KES 107 3 VH3-14-4 9 9,0% 85

N51P8 126 3 VH3-14-1 9 9,0% 77
TEI 119 3 VH3-13-8 21 21,4% 20
33.H11 115 3 VH3-13-19 10 10,2% 129

SB1/D8 101 3 VH3-1X-�8 14 14,0% 2
38P1 119 3 VH3-11-3 0 0,0% 104
BRO’IGM 119 3 VH3-11-3 13 13,4% 19

NIE 119 3 VH3-13-7 15 15,3% 87
3D6 126 3 VH3-13-26 5 5,1% 35
ZM1-1 112 3 VH3-11-3 8 8,2% 5

E553.15 110 3 VH3-13-26 0 0,0% 26
gF9 108 3 VH3-13-8 15 15.3% 75
THY-�32 120 3 VH3-13-26 3 3,1% 42

RF- �KL5 100 3 VH3-13-26 5 5,1% 96
OST577 122 3 VH3-13-13 6 6,1% 5
BO 113 3 VH3-13-19 15 15,3% 10

TT125 121 3 VH3-13-10 15 15,3% 64
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(continued)

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

2-115-58 127 3 VH3-13-10 11 11,2% 124

KOL 126 3 VH3-13-14 16 16,3% 102
mAb60 118 3 VH3-13-17 14 14,3% 45
RF- �AN 106 3 VH3-13-26 8 8,2% 85

BUT 115 3 VH3-11-6 13 13,4% 119
KOL-�based
CAMPATH-�9 118 3 VH3-13-13 16 16,3% 41

B1 119 3 VH3-13-19 13 13,3% 53
N98P1 127 3 VH3-13-1 13 13,3% 77
TT117 107 3 VH3-13-10 12 12,2% 64

WEA 114 3 VH3-13-12 15 15,3% 40
HIL 120 3 VH3-13-14 14 14,3% 23
s5A10 97 3 VH3-13-14 0 0,0% 46

s5D11 98 3 VH3-13-7 0 0,0% 46
s6C8 100 3 VH3-13-7 0 0,0% 46

s6H12 98 3 VH3-13-7 0 0,0% 46
VH10.7 119 3 VH3-13-14 16 16,3% 128
HIV-�loop2 126 3 VH3-13-7 16 16,3% 12

HIV-�loop35 126 3 VH3-13-7 16 16,3% 12
TRO 122 3 VH3-13-1 13 13,3% 61
SA-�4B 123 3 VH3-13-1 15 15,3% 125

L2B5 98 3 VH3-13-13 0 0,0% 46
s6E11 95 3 VH3-13-13 0 0,0% 46
s6H7 100 3 VH3-13-13 0 0,0% 46

ss1 102 3 VH3-13-13 0 0,0% 46
ss8 94 3 VH3-13-13 0 0,0% 46
DOB 120 3 VH3-13-26 21 21,4% 116

THY-�33 115 3 VH3-13-15 20 20,4% 42
NOV 118 3 VH3-13-19 14 14,3% 38
rsv13H 120 3 VH3-13-24 20 20,4% 11

L3G11 98 3 VH3-13-20 2 2,0% 46
L2E8 99 3 VH3-13-19 0 0,0% 46
L2D10 101 3 VH3-13-10 1 1,0% 46

L2E7 98 3 VH3-13-10 1 1,0% 46
L3A10 100 3 VH3-13-24 0 0,0% 46
L2E5 97 3 VH3-13-2 1 1,0% 46

BUR 119 3 VH3-13-7 21 21,4% 67
s4D5 107 3 VH3-11-3 1 1,0% 46
19 116 3 VH3-13-16 4 4,1% 118

s5D4 99 3 VH3-13-1 0 0,0% 46
s6A8 100 3 VH3-13-1 0 0.0% 46
HIV-�loop13 123 3 VH3-13-12 17 17,3% 12

TR1.32 112 3 VH3-11-8 18 18,6% 88
L2B10 97 3 VH3-11-3 1 1,0% 46
TR1.5 114 3 VH3-11-8 21 21,6% 88

s6H9 101 3 VH3-13-25 0 0,0% 46
8 112 3 VH3-13-1 6 6,1% 118
23 115 3 VH3-13-1 6 6,1% 118

7 115 3 VH3-13-1 4 4,1% 118 8
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(continued)

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

TRI. �3 120 3 VH3-11-8 20 20.6% 88

18/2 125 3 VH3-13-10 0 0.0% 32
18/9 125 3 VH3-13-10 0 0,0% 31
30P1 119 3 VH3-13-10 0 0,0% 106

HF2-1/17 125 3 VH3-13-10 0 0,0% 8
A77 109 3 VH3-13-10 0 0,0% 44
B19.7 108 3 VH3-13-10 0 0,0% 44

M43 119 3 VH3-13-10 0 0,0% 103
1/17 125 3 VH3-13-10 0 0,0% 31
18/17 125 3 VH3-13-10 0 0,0% 31

E54 3.4 109 3 VH3-13-10 0 0,0% 26
LAMBDA-�VH26 98 3 VH3-13-10 1 1,0% 95
E54 3.8 111 3 VH3-13-10 1 1,0% 26

GL16 106 3 VH3-13-10 1 1,0% 44
4G12 125 3 VH3-13-10 1 1,0% 56

A73 106 3 VH3-13-10 2 2,0% 44
AL1.3 111 3 VH3-13-10 3 3,1% 117
3.A290 118 3 VH3-13-10 2 2,0% 108

Ab18 127 3 VH3-13-8 2 2,0% 100
E54 3.3 105 3 VH3-13-10 3 3,1% 26
35G6 121 3 VH3-13-10 3 3,1% 57

A95 107 3 VH3-13-10 5 5,1% 44
Ab25 128 3 VH3-13-10 5 5,1% 100
N87 126 3 VH3-13-10 4 4,1% 77

ED8.4 99 3 VH3-13-10 6 6,1% 2
RF- �KL1 122 3 VH3-13-10 6 6,1% 82
AL1.1 112 3 VH3-13-10 2 2,0% 117

AL3.11 102 3 VH3-13-10 1 1,0% 117
32.B9 127 3 VH3-13-8 6 6,1% 129
TK1 109 3 VH3-13-10 2 2,0% 117

POP 123 3 VH3-13-10 8 8,2% 115
9F2H 127 3 VH3-13-10 9 9,2% 127
VD 115 3 VH3-13-10 9 9,2% 10

Vh38C1.10 121 3 VH3-13-10 8 8,2% 74
Vh38Cl. �9 121 3 VH3-13-10 8 8,2% 74
Vh38C1.8 121 3 VH3-13-10 8 8,2% 74

63P1 120 3 VH3-11-8 0 0,0% 104
60P2 117 3 VH3-11-8 0 0,0% 104
AL3.5 90 3 VH3-13-10 2 2,0% 117

GF4/1.1 123 3 VH3-13-10 10 10,2% 39
Ab21 126 3 VH3-13-10 12 12,2% 100
TD d Vp 118 3 VH3-13-17 2 2,0% 16

Vh38C1.4 119 3 VH3-13-10 8 8,2% 74
Vh38C1.5 119 3 VH3-13-10 8 8,2% 74
AL3.4 104 3 VH3-13-10 1 1,0% 117

FOG1-�A3 115 3 VH3-13-19 2 2.0% 42
HA3DI 117 3 VH3-13-21 1 1,0% 81
E54 3.2 112 3 VH3-13-24 0 0,0% 26

mAb52 128 3 VH3-13-12 2 2,0% 51
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mAb53 128 3 VH3-13-12 2 2,0% 51

mAb56 128 3 VH3-13-12 2 2,0% 51
mAb57 128 3 VH3-13-12 2 2,0% 51
mAb58 128 3 VH3-13-12 2 2,0% 51

mAb59 128 3 VH3-13-12 2 2,0% 51
mAb105 128 3 VH3-13-12 2 2,0% 51
mAb107 128 3 VH3-13-12 2 2,0% 51

E55 3.14 110 3 VH3-13-19 0 0,0% 26
F13-28 106 3 VH3-13-19 1 1,0% 94
mAb55 127 3 VH3-13-18 4 4,1% 51

YSE 117 3 VH3-13-24 6 6,1% 72
E553.23 106 3 VH3-13-19 2 2,0% 26
RF- �TS5 101 3 VH3-13-1 3 3,1% 85

N42P5 124 3 VH3-13-2 7 7,1% 77
FOG1-�H6 110 3 VH3-13-16 7 7,1% 42

O-�81 115 3 VH3-13-19 11 11,2% 47
HIV-�s8 122 3 VH3-13-12 11 11,2% 12
mAb114 125 3 VH3-13-19 12 12,2% 71

33.F12 116 3 VH3-13-2 4 4,1% 129
4B4 119 3 VH3-1X-�3 0 0,0% 101
M26 123 3 VN3-1X-�3 0 0,0% 103

VHGL 3.1 100 3 VH3-1X- �3 0 0,0% 26
E553.13 113 3 VH3-1X-�3 1 1,0% 26
SB5/D6 101 3 VH3-1X-�6 3 3,0% 2

RAY4 101 3 VH3-1X-�6 3 3,0% 2
82-�D V-�D 106 3 VH3-1X-�3 5 5,0% 112
MAL 129 3 VH3-1X-�3 5 5,0% 72

LOC 123 3 VH3-1X- �6 5 5,0% 72
LSF2 101 3 VH3-�IX-�6 11 11,0% 2
HIB RC3 100 3 VH3-1X- �6 11 11,0% 1

56P 1 119 3 VH3-13-7 0 0,0% 104
M72 122 3 VH3-13-7 0 0,0% 103
M74 121 3 VH3-13-7 0 0,0% 103

E54 3.5 105 3 VH3-13-7 0 0,0% 26
2E7 123 3 VH3-13-7 0 0,0% 63
2P1 117 3 VH3-13-7 0 0,0% 104

RF- �SJ2 127 3 VH3-13-7 1 1,0% 83
PR-�TS1 114 3 VH3-13-7 1 1,0% 85
KIM46H 127 3 VH3-13-13 0 0,0% 18

E55 3.6 108 3 VH3-13-7 2 2,0% 26
E55 3.10 107 3 VH3-13-13 1 1,0% 26
3.B6 114 3 VH3-13-13 1 1,0% 108

E54 3.6 110 3 VH3-13-13 1 1.0% 26
FL2-2 114 3 VH3-13-13 1 1.0% 80
RF- �SJ3 112 3 VH3-13-7 2 2,0% 85

E55 3.5 105 3 VH3-13-14 1 1,0% 26
BSA3 121 3 VH3-13-13 1 1,0% 73
HMST-�1 119 3 VH3-13-7 3 3,1% 130

RF- �TS2 126 3 VH3-13-13 4 4,1% 82
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E55 3.12 109 3 VH3-13-15 0 0,0% 26

19.E7 126 3 VH3-13-14 3 3,1% 129
11-50 119 3 VH3-13-13 6 6.1% 130
E29.1 120 3 VH3-13-15 2 2.0% 25

E55 3.16 108 3 VH3-13-7 6 6,1% 26
TNF-�E1 117 3 VH3-13-7 7 7,1% 42
RF- �SJ1 127 3 VH3-13-13 6 6,1% 83

FOG1-�A4 116 3 VH3-13-7 8 8,2% 42
TNF-�A1 117 3 VH3-13-15 4 4,1% 42
PR-�SJ2 107 3 VH3-13-14 8 8,2% 85

HN. �14 124 3 VH3-13-13 10 10,2% 33
CAM’ 121 3 VH3-13-7 12 12,2% 65
HIV-�B8 125 3 VH3-13-7 9 9,2% 12

HIV-�b27 125 3 VH3-13-7 9 9,2% 12
HIV-�b8 125 3 VH3-13-7 9 9,2% 12

HIV-�s4 125 3 VH3-13-7 9 9,2% 12
HIV-�B26 125 3 VH3-13-7 9 9,2% 12
HIV-�B35 125 3 VH3-13-7 10 10,2% 12

HIV-�bl8 125 3 VH3-13-7 10 10,2% 12
HIV-�b22 125 3 VH3-13-7 11 11,2% 12
HIV-�b13 125 3 VH3-13-7 12 12,2% 12

333 117 3 VH3-14-4 24 24,0% 24
1H1 120 3 VH3-14-4 24 24,0% 24
1B11 120 3 VH3-14-4 23 23,0% 24

CLL30 2-3 86 3 VH3-13-19 1 1,0% 29
GA 110 3 VH3-13-7 19 19,4% 36
JeB 99 3 VH3-13-14 3 3,1% 7

GAL 110 3 VH3-13-19 10 10,2% 126
K6H6 119 3 VH3-1X-�6 18 18,0% 60
K4B8 119 3 VH3-1X- �6 18 18,0% 60

K5B8 119 3 VH3-1X- �6 18 18,0% 60
K5C7 119 3 VH3-1X-�6 19 19,0% 60
K5G5 119 3 VH3-1X- �6 19 19,0% 60

K6F5 119 3 VH3-1X-�6 19 19,0% 60
AL3.16 98 3 VH3-13-10 1 1,0% 117
N86P2 98 3 VH3-13-10 3 3,1% 77

N54P6 95 3 VH3-13-16 7 7,1% 77
LAMBDA HT112-1 126 4 VH4-11-2 0 0,0% 3
HY18 121 4 VH4-11-2 0 0,0% 43

mAb63 126 4 VH4-11-2 0 0,0% 45
FS- �3 105 4 VH4-11-2 0 0,0% 86
FS- �5 111 4 VH4-11-2 0 0,0% 86

FS- �7 107 4 VH4-11-2 0 0,0% 86
FS- �8 110 4 VH4-11-2 0 0,0% 86
PR-�TS2 105 4 VH4-11-2 0 0,0% 85

RF- �TMC 102 4 VH4-11-2 0 0,0% 85
mAb216 122 4 VH4-11-2 1 1,0% 15
mAb410.7.F91 122 4 VH4-11-2 1 1,0% 52

mAbA6H4C5 124 4 VH4-11-2 1 1,0% 15
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Ab44 127 4 VH4-11-2 2 2,1% 100

6H-�3C4 124 4 VH4-11-2 3 3,1% 59
FS-�6 108 4 VH4-11-2 6 6,2% 86
FS-�2 114 4 VH4-11-2 6 6,2% 84

HIG1 126 4 VH4-11-2 7 7,2% 62
FS-�4 105 4 VH4-11-2 8 8,2% 86
SA-�4A 123 4 VH4-11-2 9 9,3% 125

LES- �C 119 4 VH4-11-2 10 10,3% 99
DI 78 4 VH4-11-9 16 16,5% 58
Ab26 126 4 VH4-31-4 8 8,1% 100

TS2 124 4 VH4-31-12 15 15,2% 110
265-695 115 4 VH4-11-7 16 16,5% 5
WAH 129 4 VH4-31-13 19 19,2% 93

268-�D 122 4 VH4-11-8 22 22,7% 6
58P2 118 4 VH4-11-8 0 0,0% 104

mAb67 128 4 VH4-21-4 1 1,0% 45
4.L39 115 4 VH4-11-8 2 2,1% 108
mF7 111 4 VH4-31-13 3 3,0% 75

33.C9 122 4 VH4-21-5 7 7,1% 129
Pag-�1 124 4 VH4-11-16 5 5,2% 50
B3 123 4 VH4-21-3 8 8,2% 53

IC4 120 4 VH4-11-8 6 6,2% 70
C6B2 127 4 VH4-31-12 4 4,0% 48
N78 118 4 VH4-11-9 11 11,3% 77

B2 109 4 VH4-11-8 12 12,4% 53
WRD2 123 4 VH4-11-12 6 6,2% 90
mAb426.4.2F20 126 4 VH4-11-8 2 2,1% 52

E54 4.58 115 4 VH4-11-8 1 1,0% 26
WRD6 123 4 VH4-11-12 10 10,3% 90
mAb426.12.3F1.4 122 4 VH4-11-9 4 4,1% 52

E54 4.2 108 4 VH4-21-6 2 2,0% 26
W1L 127 4 VH4-31-13 0 0,0% 90
COF 126 4 VH4-31-13 0 0,0% 90

LAR 122 4 VH4-31-13 2 2,0% 90
WAT 125 4 VH4-31-13 4 4,0% 90
mAb61 123 4 VH4-31-13 5 5,1% 45

WAG 127 4 VH4-31-4 0 0,0% 90
RF- �SJ4 108 4 VH4-31-12 2 2,0% 85
E54 4.4 110 4 VH4-11-7 0 0,0% 26

E55 4.A1 108 4 VH4-11-7 0 0,0% 26
PR-�SJ1 103 4 VH4-11-7 1 1,0% 85
E54 4.23 111 4 VH4-11-7 1 1,0% 26

CLL77-2 97 4 VH4-11-12 0 0,0% 29
37P1 95 4 VH4-11-12 0 0,0% 104
ALL52 30-2 91 4 VH4-31-12 4 4,0% 29

EBV-�21 98 5 VHS-�12-1 0 0,0% 13
CB-�4 98 5 VH5-12-1 0 0,0% 13
CLL-�12 98 5 VHS-�12-1 0 0,0% 13

L3-4 98 5 VH5-12-1 0 0,0% 13
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CLL11 98 5 VHS-�12-1 0 0,0% 17

CORD3 98 5 VHS- �12-1 0 0.0% 17
CORD4 98 5 VHS- �12-1 0 0,0% 17
CORD8 98 5 VHS- �12-1 0 0,0% 17

CORD9 98 5 VH5-12-1 0 0,0% 17
CD+1 98 5 VHS-�12-1 0 0,0% 17
CD+3 98 5 VHS-�12-1 0 0,0% 17

CD+4 98 5 VH5-12-1 0 0,0% 17
CD-�1 98 5 VH5-12-1 0 0,0% 17
CD-�5 98 5 VH5-12-1 0 0,0% 17

VERG14 98 5 VH5-12-1 0 0,0% 17
PBL1 98 5 VH5-12-1 0 0,0% 17
PBL10 98 5 VH5-12-1 0 0,0% 17

STRAb SA-�1A 127 5 VH5-12-1 0 0,0% 125
DOB’ 122 5 VH5-12-1 0 0,0% 97

VERG5 98 5 VH5-12-1 0 0,0% 17
PBL2 98 5 VH5-12-1 1 1.0% 17
Tu16 119 5 VH5-12-1 1 1,0% 49

PBL12 98 5 VH5-12-1 1 1,0% 17
CD+2 98 5 VH5-12-1 1 1,0% 17
CORD10 98 5 VH5-12-1 1 1,0% 17

PBL9 98 5 VH5-12-1 1 1,0% 17
CORD2 98 5 VH5-12-1 2 2,0% 17
PBL6 98 5 VH5-12-1 2 2,0% 17

CORD5 98 5 VH5-12-1 2 2,0% 17
CD-�2 98 5 VH5-12-1 2 2,0% 17
CORD1 98 5 VH5-12-1 2 2,0% 17

CD-�3 98 5 VH5-12-1 3 3,1% 17
VERG4 98 5 VH5-12-1 3 3,1% 17
PBL13 98 5 VH5-12-1 3 3,1% 17

PBL7 98 5 VH5-12-1 3 3,1% 17
HAN 119 5 VH5-12-1 3 3,1% 97
VERG3 98 5 VH5-12-1 3 3,1% 17

PBL3 98 5 VH5-12-1 3 3,1% 17
VERG7 98 5 VH5-12-1 3 3,1% 17
PBL5 94 5 VH5-12-1 0 0,0% 17

CD-�4 98 5 VH5-12-1 4 4,1% 17
CLL10 98 5 VH5-12-1 4 4,1% 17
PBL11 98 5 VH5-12-1 4 4,1% 17

CORD6 98 5 VHS- �12-1 4 4,1% 17
VERG2 98 5 VHS-�12-1 5 5,1% 17
83P2 119 5 VH5-12-1 0 0,0% 103

VERG9 98 5 VH5-12-1 6 6,1% 17
CLL6 98 5 VHS-�12-1 6 6,1% 17
PBL8 98 5 VH5-12-1 7 7,1% 17

Ab2022 120 5 VHS-�12-1 3 3.1% 100
CAV 127 5 VHS-�12-4 0 0,0% 97
HOW’ 120 5 VH5-12-4 0 0,0% 97

PET 127 5 VHS-�12-4 0 0.0% 97



EP 1 143 006 B1

50

5

10

15

20

25

30

35

40

45

50

55

(continued)

Name1 aa2 Computed 
family3

Germline 
gene4

Diff. to 
germline5

% diff. to 
germline6

Reference7

ANG 121 5 VH5-12-4 0 0,0% 97

KER 121 5 VH5-12-4 0 0.0% 97
5.M13 118 5 VH5-12-4 0 0,0% 107
Au2.1 118 5 VH5-12-4 1 1,0% 49

WS1 126 5 VH5-12-1 9 9.2% 110
TD Vn 98 5 VHS-�12-4 1 1.0% 16
TEL13 116 5 VH5-12-1 9 9.2% 73

E55 5.237 112 5 VH5-12-4 2 20% 26
VERG1 98 5 VH5-12-1 10 10,2% 17
CD4-74 117 5 VH5-12-1 10 10,2% 42

257-�D 125 5 VHS- �12-1 11 11,2% 6
CLL4 98 5 VH5-12-1 11 11,2% 17
CLL8 98 5 VH5-12-1 11 11,2% 17

Ab2 124 5 VHS-�12-1 12 12,2% 120
Vh383ex 98 5 VHS- �12-1 12 12,2% 120

CLL3 98 5 VHS-�12-2 11 11,2% 17
Au59.1 122 5 VH5-12-1 12 12,2% 49
TEL16 117 5 VH5-12-1 12 12,2% 73

M61 104 5 VH5-12-1 0 0,0% 103
Tu0 99 5 VH5-12-1 5 5,1% 49
P2-51 122 5 VHS-�12-1 13 13,3% 121

P2-54 122 5 VHS-�12-1 11 11,2% 121
P1-56 119 5 VH5-12-1 9 9,2% 121
P2-53 122 5 VH5-12-1 10 10,2% 121

P1-51 123 5 VH5-12-1 19 19,4% 121
P1-54 123 5 VH5-12-1 3 3,1% 121
P3-69 127 5 VH5-12-1 4 4,1% 121

P3-9 119 5 VH5-12-1 4 4,1% 121
1-185-37 125 5 VH5-12-4 0 0,0% 124
1-187-29 125 5 VH5-12-4 0 0,0% 124

P1-58 128 5 VHS-�12-4 10 10,2% 121
P2-57 118 5 VHS-�12-4 3 3,1% 121
P2-55 123 5 VHS-�12-1 5 5,1% 121

P2-56 123 5 VH5-12-1 20 20,4% 121
P2-52 122 5 VHS-�12-1 11 11,2% 121
P3-60 122 5 VHS-�12-1 8 8,2% 121

P1-57 123 5 VH5-12-1 4 4,1% 121
P1-55 122 5 VH5-12-1 14 14,3% 121
MD3-4 128 5 VHS-�12-4 12 12,2% 5

P1-52 121 5 VHS-�12-1 11 11,2% 121
CLL5 98 5 VH5-12-1 13 13,3% 17
CLL7 98 5 VH5-12-1 14 14.3% 17

L2F10 100 5 VH5-12-1 1 1,0% 46
L3B6 98 5 VH5-12-1 1 1,0% 46
VH6.A12 119 6 VH6-35-1 13 12,9% 122

s5A9 102 6 VH6-35-1 1 1,0% 46
s6G4 99 6 VH6-35-1 1 1,0% 46
ss3 99 6 VH6-35-1 1 1,0% 46

6-�IG1 101 6 VH6-35-1 0 0,0% 14
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F19L16 107 6 VH6-35-1 0 0,0% 68

L16 120 6 VH6-35-1 0 0,0% 69
M71 121 6 VH6-35-1 0 0,0% 103
ML1 120 6 VH6-35-1 0 0,0% 69

F19ML1 107 6 VH6-35-1 0 0,0% 68
15P1 127 6 VH6-35-1 0 0,0% 104
VH6.N1 121 6 VH6-35-1 0 0,0% 122

VH6.N11 123 6 VH6-35-1 0 0,0% 122
VH6.N12 123 6 VH6-35-1 0 0,0% 122
VH6.N2 125 6 VH6-35-1 0 0,0% 122

VH6.N5 125 6 VH6-35-1 0 0,0% 122
VH6.N6 127 6 VH6-35-1 0 0,0% 122
VH6.N7 126 6 VH6-35-1 0 0,0% 122

VH6.N8 123 6 VH6-35-1 0 0,0% 122
VH6.N9 123 6 VH6-35-1 0 0,0% 122

VH6.N10 123 6 VH6-35-1 0 0,0% 122
VH6.A3 123 6 VH6-35-1 0 0,0% 122
VH6.A 1 124 6 VH6-35-1 0 0,0% 122

VH6.A4 120 6 VH6-35-1 0 0,0% 122
E55 6.16 116 6 VH6-35-1 0 0,0% 26
E55 6.17 120 6 VH6-35-1 0 0,0% 26

E556.6 120 6 VH6-35-1 0 0,0% 26
VHGL 6.3 102 6 VH6-35-1 0 0,0% 26
CB-�201 118 6 VH6-35-1 0 0,0% 109

VH6.N4 122 6 VH6-35-1 0 0,0% 122
E54 6.4 109 6 VH6-35-1 1 1,0% 26
VH6.A6 126 6 VH6-35-1 1 1,0% 122

E556.14 120 6 VH6-35-1 1 1,0% 26
E546.6 107 6 VH6-35-1 1 1,0% 26
E556.10 112 6 VH6-35-1 1 1,0% 26

E546.1 107 6 VH6-35-1 2 2,0% 26
E55 6.13 120 6 VH6-35-1 2 2,0% 26
E55 6.3 120 6 VH6-35-1 2 2,0% 26

E55 6.7 116 6 VH6-35-1 2 2,0% 26
E55 6.2 120 6 VH6-35-1 2 2,0% 26
E55 6.X 111 6 VH6-35-1 2 2,0% 26

E55 6.11 111 6 VH6-35-1 3 3,0% 26
VH6.A11 118 6 VH6-35-1 3 3,0% 122
A10 107 6 VH6-35-1 3 3,0% 68

E55 6.1 120 6 VH6-35-1 4 4,0% 26
FK-�001 124 6 VH6-35-1 4 4,0% 65
VH6.A5 121 6 VH6-35-1 4 4.0% 122

VH6.A7 123 6 VH6-35-1 4 4,0% 122
HBp2 119 6 VH6-35-1 4 4,0% 4
Au46.2 123 6 VH6-35-1 5 5,0% 49

A431 106 6 VH6-35-1 5 5,0% 68
VH6.A2 120 6 VH6-35-1 5 5.0% 122
VH6.A9 125 6 VH6-35-1 8 7,9% 122

VH6.A8 118 6 VH6-35-1 10 9,9% 122
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VH6-�FF3 118 6 VH6-35-1 2 2,0% 123

VH6.A10 126 6 VH6-35-1 12 11,9% 122
VH6-�EB10 117 6 VH6-35-1 3 3,0% 123
VH6-�E6 119 6 VH6-35-1 6 5,9% 123

VH6-�FE2 121 6 VH6-35-1 6 5,9% 123
VH6-�EE6 116 6 VH6-35-1 6 5,9% 123
VH6-�FD10 118 6 VH6-35-1 6 5,9% 123

VH6-�EX8 113 6 VH6-35-1 6 5,9% 123
VH6-�FG9 121 6 VH6-35-1 8 7.9% 123
VH6-�E5 116 6 VH6-35-1 9 8,9% 123

VEI6-�EC8 122 6 VH6-35-1 9 8.9% 123
VH6-�E10 120 6 VH6-35-1 10 9,9% 123
VHG-�FF11 122 6 VH6-35-1 11 10,9% 123

VH6-�FD2 115 6 VH6-35-1 11 10.9% 123
CLL10 17-2 88 6 VH6-35-1 4 4,0% 29

VHG-�BB11 94 6 VH6-35-1 4 4,0% 123
VH6-�B41 93 6 VH6-35-1 7 6,9% 123
JU17 102 6 VHG-�35-1 3 3.0% 114

VH6-�BD9 96 6 VH6-35-1 11 10,9% 123
VH6-�BB9 94 6 VH6-35-1 12 11,9% 123

Table 3A: assignment of rearranged V kappa sequences to their germline counterparts

Family1 Name Rearranged2 Sum

1 Vk1-1 28
1 Vk1-2 0

1 Vk1-3 1
1 Vk1-4 0
1 Vk1-5 7

1 Vk1-6 0
1 Vk1-7 0
1 Vk1-8 2

1 Vk1-9 9
1 Vk1-10 0
1 Vk1-11 1

1 Vk1-12 7
1 Vk1-13 1
1 Vk1-14 7

1 Vk1-15 2
1 Vk1-16 2
1 Vk1-17 16

1 Vk1-18 1
1 Vk1-19 33
1 Vk1-20 1

1 Vk1-21 1
1 Vk1-22 0
1 Vk1-23 0 119 entries

2 Vk2-1 0
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(continued)

Family1 Name Rearranged2 Sum

2 Vk2-2 1
2 Vk2-3 0

2 Vk2-4 0
2 Vk2-5 0
2 Vk2-6 16

2 Vk2-7 0
2 Vk2-8 0
2 Vk2-9 1

2 Vk2-10 0
2 Vk2-11 7
2 Vk2-12 0 25 entries

3 Vk3-1 1
3 Vk3-2 0

3 Vk3-3 35
3 Vk3-4 115
3 Vk3-5 0

3 Vk3-6 0
3 Vk3-7 1

3 Vk3-8 40 192 entries

4 Vk4-1 33 33 entries

5 Vk5-1 1 1 entry

6 Vk6-1 0
6 Vk6-2 0 0 entries

7 Vk7-1 0 0 entries

Table 3B: assignment of rearranged V lambda sequences to their germline counterparts

Family1 Name Rearranged2 Sum

1 DPL1 1
1 DPL2 14
1 DPL3 6

1 DPL4 1
1 HUMLV117 4
1 DPL5 13

1 DPL6 0
1 DPL7 0
1 DPL8 3

1 DPL9 0 42 entries

2 DPL10 5

2 VLAMBDA 2.1 0
2 DPL1 23
2 DPL12 15

2 DPL 13 0
2 DPL14 0 43 entries

3 DPL16 10
3 DPL23 19
3 Humlv318 9 38 entries
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(continued)

Family1 Name Rearranged2 Sum

7 DPL18 1
7 DPL19 0 1 entries

8 DPL21 2
8 HUMLV801 6 8 entries

9 DPL22 0 0 entries

unassigned DPL24 0 0 entries

10 gVLX-�4.4 0 0 entries

Table 3C: assignment of rearranged V heavy chain sequences to their germline counterparts

Family1 Name Rearranged2 Sum

1 VH1-12-1 38

1 VH1-12-8 2
1 VH1-12-2 2

1 VH1-12-9 2
1 VH1-12-3 0
1 VH1-12-4 0

1 VH1-12-5 3
1 VH1-12-6 0
1 VH1-12-7 23

1 VH1-13-1 1
1 VH1-13-2 1
1 VH1-13-3 0

1 VH1-13-4 0
1 VH1-13-5 0
1 VH1-13-6 17

1 VH1-13-7 0
1 VH1-13-8 3
1 VH1-13-9 0

1 VH1-13-10 0
1 VH1-13-11 0
1 VH1-13-12 10

1 VH1-13-13 0
1 VH1-13-14 0
1 VH1-13-15 4

1 VH1-13-16 2
1 VH1-13-17 0
1 VH1-13-18 1

1 VH1-13-19 0
1 VH1-1X- �1 1 110 entries

2 VH2-21-1 0
2 VH2-31-1 0
2 VH2-31-2 1

2 VH2-31-3 1
2 VH2-31-4 0
2 VH2-31-5 2

2 VH2-31-6 0
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(continued)

Family1 Name Rearranged2 Sum

2 VH2-31-7 0
2 VH2-31-14 1

2 VH2-31-8 0
2 VH2-31-9 0
2 VH2-31-10 0

2 VH2-31-11 1
2 VH2-31-12 0
2 VH2-31-13 1 7 entries

3 VH3-11-1 0
3 VH3-11-2 0

3 VH3-11-3 5
3 VH3-11-4 0
3 VH3-11-5 1

3 VH3-11-6 1
3 VH3-11-7 0
3 VH3-11-8 5

3 VH3-13-1 9
3 VH3-13-2 3

3 VH3-13-3 0
3 VH3-13-4 0
3 VH3-13-5 0

3 VH3-13-6 0
3 VH3-13-7 32
3 VH3-13-8 4

3 VH3-13-9 0
3 VH3-13-10 46
3 VH3-13-11 0

3 VH3-13-12 11
3 VH3-13-13 17
3 VH3-13-14 8

3 VH3-13-15 4
3 VH3-13-16 3
3 VH3-13-17 2

3 VH3-13-18 1
3 VH3-13-19 13
3 VH3-13-20 1

3 VH3-13-21 1
3 VH3-13-22 0
3 VH3-13-23 0

3 VH3-13-24 4
3 VH3-13-25 1
3 VH3-13-26 6

3 VH3-14-1 1
3 VH3-14-4 15
3 VH3-14-2 0

3 VH3-14-3 0
3 VH3-1X- �1 0
3 VH3-1X- �2 0

3 VH3-1X- �3 6
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(continued)

Family1 Name Rearranged2 Sum

3 VH3-1X- �4 0
3 VH3-1X- �5 0

3 VH3-1X- �6 11
3 VH3-1X- �7 0
3 VH3-1X- �8 1

3 VH3-1X- �9 0 212 entries

4 VH4-11-1 0

4 VH4-11-2 20
4 VH4-11-3 0
4 VH4-11-4 0

4 VH4-11-5 0
4 VH4-11-6 0
4 VH4-11-7 5

4 VH4-11-8 7
4 VH4-11-9 3
4 VH4-11-10 0

4 VH4-11-11 0
4 VH4-11-12 4

4 VH4-11-13 0
4 VH4-11-14 0
4 VH4-11-15 0

4 VH4-11-16 1
4 VH4-21-1 0
4 VH4-21-2 0

4 VH4-21-3 1
4 VH4-21-4 1
4 VH4-21-5 1

4 VH4-21-6 1
4 VH4-21-7 0
4 VH4-21-8 0

4 VH4-21-9 0
4 VH4-31-1 0
4 VH4-31-2 0

4 VH4-31-3 0
4 VH4-31-4 2
4 VH4-31-5 0

4 VH4-31-6 0
4 VH4-31-7 0
4 VH4-31-8 0

4 VH4-31-9 0
4 VH4-31-10 0
4 VH4-31-11 0

4 VH4-31-12 4
4 VH4-31-13 7
4 VH4-31-14 0

4 VH4-31-15 0
4 VH4-31-16 0
4 VH4-31-17 0

4 VH4-31-18 0
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(continued)

Family1 Name Rearranged2 Sum

4 VH4-31-19 0
4 VH4-31-20 0 57 entries

5 VHS-�12-1 82
5 VHS-�12-2 1

5 VHS-�12-3 0
5 VHS-�12-4 14 97 entries

6 VH6-35-1 74 74 entries
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Appendix to Tables 1A- �C
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SEQUENCE LISTING

�[0152]

(1) GENERAL INFORMATION: �

(i) APPLICANT: �

(A) NAME: Morphosys Gesellschaft fuer Proteinoptimierung mbH
(B) STREET: Frankfurter Ring 193a
(C) CITY: Muenchen
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 80807

(A) NAME: Knappik, Achim
(B) STREET: Killerstr. 16
(C) CITY: Graefelfing
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 82166

(A) NAME: Pack, Peter
(B) STREET: Franz- �Wolter- �Str. 4
(C) CITY: Muenchen
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 81925
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(A) NAME: Ilag, Vic
(B) STREET: Knorrstr. 85
(C) CITY: Muenchen
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 80807

(A) NAME: Ge, Liming
(B) STREET: Nestroystr. 17
(C) CITY: Muenchen
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 81373

(A) NAME: Moroney, Simon
(B) STREET: Osterwaldstr. 44
(C) CITY: Muenchen
(E) COUNTRY: DE
(F) POSTAL CODE (ZIP): 80805

(A) NAME: Plueckthun, Andreas
(B) STREET: Moehrlistr. 97
(C) CITY: Zuerich
(E) COUNTRY: CH
(F) POSTAL CODE (ZIP): 8006

(ii) TITLE OF INVENTION: Protein/ �(Poly)�peptide libraries

(iii) NUMBER OF SEQUENCES: 371

(iv) COMPUTER READABLE FORM: �

(A) MEDIUM TYPE: Floppy disk
(B) COMPUTER: IBM PC compatible
(C) OPERATING SYSTEM: PC- �DOS/MS-�DOS
(D) SOFTWARE: PatentIn Release #1.0, Version #1.30 (EPO)

(v) CURRENT APPLICATION DATA:�
APPLICATION NUMBER: WO PCT/EP96/03647

(vi) PRIOR APPLICATION DATA: �

(A) APPLICATION NUMBER: EP 95 11 3021.0
(B) FILING DATE: 18- �AUG- �1995

(2) INFORMATION FOR SEQ ID NO: 1:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 20 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

�(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 1:
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(2) INFORMATION FOR SEQ ID NO: 2:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 82 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 2:

(2) INFORMATION FOR SEQ ID NO: 3:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 83 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 3:

(2) INFORMATION FOR SEQ ID NO: 4:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc feature
(B) LOCATION: �28.. �45
(D) OTHER INFORMATION: �/ �product= "6 random codons by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 4:

(2) INFORMATION FOR SEQ ID NO: 5:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 84 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �28.. �57
(D) OTHER INFORMATION: �/ �product= "10 random codons by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �58.. �60
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (TTT/ATG)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �64.. �66
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (GTT/TAT)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5:

(2) INFORMATION FOR SEQ ID NO: 6:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 21 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 6:�
GATACGGCCG TGTATTATTG C 21

(2) INFORMATION FOR SEQ ID NO: 7:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7:�
CAGGGTGCCT TGGCCCC 17

(2) INFORMATION FOR SEQ ID NO: 8:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 8:�
GCAGAAGGCG AACGTCC 17

(2) INFORMATION FOR SEQ ID NO: 9:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
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(B) LOCATION: �39.. �41
(D) OTHER INFORMATION: �/ �product= "random codon (mixture of GCT, CGT, CAT, TCT, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �42.. �53
(D) OTHER INFORMATION: �/ �product= "random codons by trinucleotide mutagenesis (19 aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �57.. �59
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19 aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 9:

(2) INFORMATION FOR SEQ ID NO: 10:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 18 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 10:�
AACTTTCGTA CCCTGGCC 18

(2) INFORMATION FOR SEQ ID NO: 11:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 108 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �21.. �23
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�
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(A) NAME/KEY: misc_ �feature
(B) LOCATION: �27.. �35
(D) OTHER INFORMATION: �/ �product= "random codons by trinucleotide mutagenesis (19 aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �36.. �41
(D) OTHER INFORMATION: �/ �product= "random codons by mixed monomers (A/G A/C/G T)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �42.. �44
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �48.. �50
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11:

(2) INFORMATION FOR SEQ ID NO: 12:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 105 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �21.. �23
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �27.. �32
(D) OTHER INFORMATION: �/ �product= "random codons by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �33.. �38
(D) OTHER INFORMATION: �/ �product= "random codons by mixed monomers (A/G A/C/G T)"
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(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �39.. �41
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �45.. �47
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 12:

(2) INFORMATION FOR SEQ ID NO: 13:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 20 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 13:�
TGGTGTTTTT CGAATTATCA 20

(2) INFORMATION FOR SEQ ID NO: 14:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 108 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 14:
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(2) INFORMATION FOR SEQ ID NO: 15:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 113 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 15:
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(2) INFORMATION FOR SEQ ID NO: 16:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 109 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 16:

(2) INFORMATION FOR SEQ ID NO: 17:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 114 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17:�
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(2) INFORMATION FOR SEQ ID NO: 18:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 112 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 18:

(2) INFORMATION FOR SEQ ID NO: 19:�
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 112 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 19:

(2) INFORMATION FOR SEQ ID NO: 20:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 108 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 20:
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(2) INFORMATION FOR SEQ ID NO: 21:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 119 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 21:

(2) INFORMATION FOR SEQ ID NO: 22:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 117 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 22:

(2) INFORMATION FOR SEQ ID NO: 23:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 23:
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(2) INFORMATION FOR SEQ ID NO: 24:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 117 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 24:

(2) INFORMATION FOR SEQ ID NO: 25:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 118 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 25:
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(2) INFORMATION FOR SEQ ID NO: 26:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 119 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 26:
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(2) INFORMATION FOR SEQ ID NO: 27:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 119 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 27:

(2) INFORMATION FOR SEQ ID NO: 28:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 109 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 28:�
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(2) INFORMATION FOR SEQ ID NO: 29:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 114 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 29:

(2) INFORMATION FOR SEQ ID NO: 30:�
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 110 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 30:

(2) INFORMATION FOR SEQ ID NO: 31:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 115 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 31:
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(2) INFORMATION FOR SEQ ID NO: 32:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 109 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 32:

(2) INFORMATION FOR SEQ ID NO: 33:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 110 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 33:

(2) INFORMATION FOR SEQ ID NO: 34:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 107 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 34:
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(2) INFORMATION FOR SEQ ID NO: 35:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 35:

(2) INFORMATION FOR SEQ ID NO: 36:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 36:
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(2) INFORMATION FOR SEQ ID NO: 37:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 121 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 37:

(2) INFORMATION FOR SEQ ID NO: 38:�
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 38:

(2) INFORMATION FOR SEQ ID NO: 39:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 119 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 39:
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(2) INFORMATION FOR SEQ ID NO: 40:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 40:

(2) INFORMATION FOR SEQ ID NO: 41:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 123 amino acids
(B) TYPE: amino acid
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(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 41:

(2) INFORMATION FOR SEQ ID NO: 42:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 327 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �327
(D) OTHER INFORMATION: �/ �product= "V kappa 1"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 42:
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(2) INFORMATION FOR SEQ ID NO: 43:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 109 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 43:

(2) INFORMATION FOR SEQ ID NO: 44:�

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 342 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc * "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �342
(D) OTHER INFORMATION: �/ �product- "V kappa 2"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 44:

(2) INFORMATION FOR SEQ ID NO: 45:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 114 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 45:
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(2) INFORMATION FOR SEQ ID NO: 46:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 330 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �330
(D) OTHER INFORMATION: �/ �product= "V kappa 3"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 46:
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(2) INFORMATION FOR SEQ ID NO: 47:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 110 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 47:
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(2) INFORMATION FOR SEQ ID NO: 48:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 345 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �345
(D) OTHER INFORMATION: �/ �product= "V kappa 4"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 48:�
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(2) INFORMATION FOR SEQ ID NO: 49:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 115 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 49:
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(2) INFORMATION FOR SEQ ID NO: 50:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 327 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �327
(D) OTHER INFORMATION: �/ �Product= "V lambda 1"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 50:
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(2) INFORMATION FOR SEQ ID NO: 51:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 109 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 51:
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(2) INFORMATION FOR SEQ ID NO: 52:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 330 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(D) OTHER INFORMATION: �/ �product= "V lambda 2"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 52:

(2) INFORMATION FOR SEQ ID NO: 53:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 110 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 53:

(2) INFORMATION FOR SEQ ID NO: 54:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 321 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �321
(D) OTHER INFORMATION: �/ �product= "V lambda 3"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 54:
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(2) INFORMATION FOR SEQ ID NO: 55:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 107 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 55:
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(2) INFORMATION FOR SEQ ID NO: 56:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 361 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �360
(D) OTHER INFORMATION: �/ �product= "VH1A"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 56:

(2) INFORMATION FOR SEQ ID NO: 57:�
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 57:

(2) INFORMATION FOR SEQ ID NO: 58:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 361 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �360
(D) OTHER INFORMATION: �/ �product= "VH1B"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 58:
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(2) INFORMATION FOR SEQ ID NO: 59:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 59:
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(2) INFORMATION FOR SEQ ID NO: 60:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 364 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �363
(D) OTHER INFORMATION: �/ �product= "VH2"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 60:
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(2) INFORMATION FOR SEQ ID NO: 61:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 121 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 61:�
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(2) INFORMATION FOR SEQ ID NO: 62:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 361 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �360
(D) OTHER INFORMATION: �/ �product= "VH3"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 62:
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(2) INFORMATION FOR SEQ ID NO: 63:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 63:
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(2) INFORMATION FOR SEQ ID NO: 64:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 358 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �357
(D) OTHER INFORMATION: �/ �product= "VH4"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 64:
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(2) INFORMATION FOR SEQ ID NO: 65:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 119 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 65:
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(2) INFORMATION FOR SEQ ID NO: 66:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 361 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �360
(D) OTHER INFORMATION: �/ �product= "VH5"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 66:
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(2) INFORMATION FOR SEQ ID NO: 67:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 67:
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(2) INFORMATION FOR SEQ ID NO: 68:�

(i) SEQUENCE CHARACTERISTICS:�

(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �369
(D) OTHER INFORMATION: �/ �product= "VH6"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 68:
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(2) INFORMATION FOR SEQ ID NO: 69:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 123 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 69:
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(2) INFORMATION FOR SEQ ID NO: 70:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 49 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 70:�
GAATGCATAC GCTGATATCC AGATGACCCA GAGCCCGTCT AGCCTGAGC 49

(2) INFORMATION FOR SEQ ID NO: 71:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 56 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 71:�
CGCTCTGCAG GTAATGGTCA CACGATCACC CACGCTCGCG CTCAGGCTAG ACGGGC 56

(2) INFORMATION FOR SEQ ID NO: 72:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 58 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 72:�
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GACCATTACC TGCAGAGCGA GCCAGGGCAT TAGCAGCTAT CTGGCGTGGT ACCAGCAG 58

(2) INFORMATION FOR SEQ ID NO: 73:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 73:

(2) INFORMATION FOR SEQ ID NO: 74:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 67 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 74:

(2) INFORMATION FOR SEQ ID NO: 75:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 67 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 75:�
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(2) INFORMATION FOR SEQ ID NO: 76:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 54 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 76:�
CGATATCGTG ATGACCCAGA GCCCACTGAG CCTGCCAGTG ACTCCGGGCG AGCC 54

(2) INFORMATION FOR SEQ ID NO: 77:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 66 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 77:

(2) INFORMATION FOR SEQ ID NO: 78:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 62 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 78:
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(2) INFORMATION FOR SEQ ID NO: 79:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 79:

(2) INFORMATION FOR SEQ ID NO: 80:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 80:

(2) INFORMATION FOR SEQ ID NO: 81:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 54 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 81:�
CCATGCAATA ATACACGCCC ACGTCTTCAG CTTCCACACG GCTAATTTTC AGGG 54

(2) INFORMATION FOR SEQ ID NO: 82:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 38 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 82:�
GAATGCATAC GCTGATATCG TGCTGACCCA GAGCCCGG 38

(2) INFORMATION FOR SEQ ID NO: 83:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 67 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 83:

(2) INFORMATION FOR SEQ ID NO: 84:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 56 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 84:�
CCCTGAGCTG CAGAGCGAGC CAGAGCGTGA GCAGCAGCTA TCTGGCGTGG TACCAG 56

(2) INFORMATION FOR SEQ ID NO: 85:�
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 72 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 85:

(2) INFORMATION FOR SEQ ID NO: 86:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 67 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 86:

(2) INFORMATION FOR SEQ ID NO: 87:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 66 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 87:
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(2) INFORMATION FOR SEQ ID NO: 88:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 49 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 88:�
GAATGCATAC GCTGATATCG TGATGACCCA GAGCCCGGAT AGCCTGGCG 49

(2) INFORMATION FOR SEQ ID NO: 89:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 56 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 89:�
GCTTCTGCAG TTAATGGTCG CACGTTCGCC CAGGCTCACC GCCAGGCTAT CCGGGC 56

(2) INFORMATION FOR SEQ ID NO: 90:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 74 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 90:
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(2) INFORMATION FOR SEQ ID NO: 91:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 63 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 91:

(2) INFORMATION FOR SEQ ID NO: 92:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 74 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 92:

(2) INFORMATION FOR SEQ ID NO: 93:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 73 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 93:
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(2) INFORMATION FOR SEQ ID NO: 94:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 48 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 94:�
GAATGCATAC GCTCAGAGCG TGCTGACCCA GCCGCCTTCA GTGAGTGG 48

(2) INFORMATION FOR SEQ ID NO: 95:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 95:

(2) INFORMATION FOR SEQ ID NO: 96:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 59 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 96:�
GGCAGCAGCA GCAACATTGG CAGCAACTAT GTGAGCTGGT ACCAGCAGTT GCCCGGGAC 59
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(2) INFORMATION FOR SEQ ID NO: 97:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 68 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 97:

(2) INFORMATION FOR SEQ ID NO: 98:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 60 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 98:�
CCCTCAGGCG TGCCGGATCG TTTTAGCGGA TCCAAAAGCG GCACCAGCGC GAGCCTTGCG 60

(2) INFORMATION FOR SEQ ID NO: 99:�

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 48 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 99:�
CCGCTTCGTC TTCGCTTTGC AGGCCCGTAA TCGCAAGGCT CGCGCTGG 48

(2) INFORMATION FOR SEQ ID NO: 100: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 49 base pairs
(B) TYPE: nucleic acid
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(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 100:�
GAATGCATAC GCTCAGAGCG CACTGACCCA GCCAGCTTCA GTGAGCGGC 49

(2) INFORMATION FOR SEQ ID NO: 101: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 64 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 101:

(2) INFORMATION FOR SEQ ID NO: 102: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 64 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 102:

(2) INFORMATION FOR SEQ ID NO: 103: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 68 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 103:

(2) INFORMATION FOR SEQ ID NO: 104: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 62 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 104:�
CAACCGTCCC TCAGGCGTGA GCAACCGTTT TAGCGGATCC AAAAGCGGCA ACACCGCGAG 60

(2) INFORMATION FOR SEQ ID NO: 105: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 53 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 105:�
CCGCTTCGTC TTCCGCTTGC AGGCCGCTAA TGGTCAGGCT CGCGGTGTTG CCG 53

(2) INFORMATION FOR SEQ ID NO: 106: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 47 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 106:�
GAATGCATAC GCTAGCTATG AACTGACCCA GCCGCCTTCA GTGAGCG 4 7

(2) INFORMATION FOR SEQ ID NO: 107: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 68 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 107:

(2) INFORMATION FOR SEQ ID NO: 108: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 58 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 108:�
GGCGATGCGC TGGGCGATAA ATACGCGAGC TGGTACCAGC AGAAACCCGG GCAGGCGC 58

(2) INFORMATION FOR SEQ ID NO: 109: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 70 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 109:
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(2) INFORMATION FOR SEQ ID NO: 110: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 64 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 110:

(2) INFORMATION FOR SEQ ID NO: 111: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 41 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 111:�
CCGCTTCGTC TTCCGCCTGA GTGCCGCTAA TGGTCAGGGT C 41

(2) INFORMATION FOR SEQ ID NO: 112: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 112:�
GCTCTTCACC CCTGTTACCA AAGCCCAGGT GCAATTG 37
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(2) INFORMATION FOR SEQ ID NO: 113: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 79 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 113:

(2) INFORMATION FOR SEQ ID NO: 114: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 114:

(2) INFORMATION FOR SEQ ID NO: 115: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 115:
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(2) INFORMATION FOR SEQ ID NO: 116: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 116:

(2) INFORMATION FOR SEQ ID NO: 117: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 50 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 117:�
GCGCGCAATA ATACACGGCC GTATCTTCGC TACGCAGGCT GCTCAGTTCC 50

(2) INFORMATION FOR SEQ ID NO: 118: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 79 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 118:
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(2) INFORMATION FOR SEQ ID NO: 119: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 119:

(2) INFORMATION FOR SEQ ID NO: 120: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 120:

(2) INFORMATION FOR SEQ ID NO: 121: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 121:

(2) INFORMATION FOR SEQ ID NO: 122: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 76 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 122:

(2) INFORMATION FOR SEQ ID NO: 123: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 85 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 123:

(2) INFORMATION FOR SEQ ID NO: 124: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 83 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 124:

(2) INFORMATION FOR SEQ ID NO: 125: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 78 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 125:

(2) INFORMATION FOR SEQ ID NO: 126: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 53 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 126:�
GCGCGCAATA ATAGGTGGCC GTATCCACCG GGTCCATGTT GGTCATAGTC AGC 53

(2) INFORMATION FOR SEQ ID NO: 127: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 51 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 127:�
CGAAGTGCAA TTGGTGGAAA GCGGCGGCGG CCTGGTGCAA CCGGGCGGCA G 51

(2) INFORMATION FOR SEQ ID NO: 128: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 64 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 128:

(2) INFORMATION FOR SEQ ID NO: 129: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 70 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 129:

(2) INFORMATION FOR SEQ ID NO: 130: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 130:

(2) INFORMATION FOR SEQ ID NO: 131: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 73 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 131:

(2) INFORMATION FOR SEQ ID NO: 132: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 62 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 132:

(2) INFORMATION FOR SEQ ID NO: 133: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 70 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 133:

(2) INFORMATION FOR SEQ ID NO: 134: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 76 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 134:

(2) INFORMATION FOR SEQ ID NO: 135: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 77 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 135:
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(2) INFORMATION FOR SEQ ID NO: 136: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 79 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc - "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 136:

(2) INFORMATION FOR SEQ ID NO: 137: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 137:

(2) INFORMATION FOR SEQ ID NO: 138: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 138:�
GCTCTTCACC CCTGTTACCA AAGCCGAAGT GCAATTG 37

(2) INFORMATION FOR SEQ ID NO: 139: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 79 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 139:

(2) INFORMATION FOR SEQ ID NO: 140: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 75 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 140:

(2) INFORMATION FOR SEQ ID NO: 141: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 78 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 141:

(2) INFORMATION FOR SEQ ID NO: 142: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 77 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 142:

(2) INFORMATION FOR SEQ ID NO: 143: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 68 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 143:

(2) INFORMATION FOR SEQ ID NO: 144: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single



EP 1 143 006 B1

205

5

10

15

20

25

30

35

40

45

50

55

(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 144:

(2) INFORMATION FOR SEQ ID NO: 145: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 79 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 145:

(2) INFORMATION FOR SEQ ID NO: 146: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 78 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 146:

(2) INFORMATION FOR SEQ ID NO: 147: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 78 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 147:

(2) INFORMATION FOR SEQ ID NO: 148: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 68 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 148:

(2) INFORMATION FOR SEQ ID NO: 149: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 149:

(2) INFORMATION FOR SEQ ID NO: 150: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 150:

(2) INFORMATION FOR SEQ ID NO: 151: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 70 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 151:

(2) INFORMATION FOR SEQ ID NO: 152: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 152:
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(2) INFORMATION FOR SEQ ID NO: 153: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 153:

(2) INFORMATION FOR SEQ ID NO: 154: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 74 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 154:

(2) INFORMATION FOR SEQ ID NO: 155: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 71 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 155:
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(2) INFORMATION FOR SEQ ID NO: 156: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 57 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 156:�
GGCATGCTTA TCAGGCCTCG CCACGATTAA AAGATTTAGT CACCGGGCTG CTCAGAC 57

(2) INFORMATION FOR SEQ ID NO: 157: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 48 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 157:�
GGCGTCTAGA GGCCAAGGCA CCCTGGTGAC GGTTAGCTCA GCGTCGAC 48

(2) INFORMATION FOR SEQ ID NO: 158: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 63 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 158:
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(2) INFORMATION FOR SEQ ID NO: 159: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 66 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 159:

(2) INFORMATION FOR SEQ ID NO: 160: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 65 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 160:

(2) INFORMATION FOR SEQ ID NO: 161: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 60 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 161:�
AGCGGGGCGC TGACCAGCGG CGTGCATACC TTTCCGGCGG TGCTGCAAAG CAGCGGCCTG 60

(2) INFORMATION FOR SEQ ID NO: 162: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 65 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 162:

(2) INFORMATION FOR SEQ ID NO: 163: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 61 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 163:

(2) INFORMATION FOR SEQ ID NO: 164: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 59 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 164:�
GCGCGAATTC GCTTTTCGGT TCCACTTTTT TATCCACTTT GGTGTTGCTC GGTTTATGG 59

(2) INFORMATION FOR SEQ ID NO: 165: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 333 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �7.. �321
(D) OTHER INFORMATION: �/ �product= "C kappa"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 165:

(2) INFORMATION FOR SEQ ID NO: 166: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 105 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 166:
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(2) INFORMATION FOR SEQ ID NO: 167: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 327 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �6.. �317
(D) OTHER INFORMATION: �/ �product= "CH1"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 167:
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(2) INFORMATION FOR SEQ ID NO: 168: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 104 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 168:
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(2) INFORMATION FOR SEQ ID NO: 169: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 408 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �85.. �396
(D) OTHER INFORMATION: �/ �product- "C lambda"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 169:
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(2) INFORMATION FOR SEQ ID NO: 170: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 104 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 170:

(2) INFORMATION FOR SEQ ID NO: 171: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 78 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 171:

(2) INFORMATION FOR SEQ ID NO: 172: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 172:

(2) INFORMATION FOR SEQ ID NO: 173: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 173:
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(2) INFORMATION FOR SEQ ID NO: 174: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 174:

(2) INFORMATION FOR SEQ ID NO: 175: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 94 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 175:

(2) INFORMATION FOR SEQ ID NO: 176: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 80 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 176:
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(2) INFORMATION FOR SEQ ID NO: 177: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 843 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �843
(D) OTHER INFORMATION: �/ �product= "VH3-�Vk2"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 177:
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(2) INFORMATION FOR SEQ ID NO: 178: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 281 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 178:
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(2) INFORMATION FOR SEQ ID NO: 179: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 15 amino acids
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(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 179:

(2) INFORMATION FOR SEQ ID NO: 180: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 180:

(2) INFORMATION FOR SEQ ID NO: 181: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 181:

(2) INFORMATION FOR SEQ ID NO: 182: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 182:

(2) INFORMATION FOR SEQ ID NO: 183: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 183:

(2) INFORMATION FOR SEQ ID NO: 184: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 184:

(2) INFORMATION FOR SEQ ID NO: 185: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ 10 NO: 185:
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(2) INFORMATION FOR SEQ ID NO: 186: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 11 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

(v) FRAGMENT TYPE: internal

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 186:

(2) INFORMATION FOR SEQ ID NO: 187: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

(v) FRAGMENT TYPE: internal

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 187:

(2) INFORMATION FOR SEQ ID NO: 188: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

(v) FRAGMENT TYPE: internal

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 188:
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(2) INFORMATION FOR SEQ ID NO: 189: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 189:

(2) INFORMATION FOR SEQ ID NO: 190: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal

(2) INFORMATION FOR SEQ ID NO: 191: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 191:

(2) INFORMATION FOR SEQ ID NO: 192: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 192:

(2) INFORMATION FOR SEQ ID NO: 193: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 193:

(2) INFORMATION FOR SEQ ID NO: 194: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 194:

(2) INFORMATION FOR SEQ ID NO: 195: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 195:

(2) INFORMATION FOR SEQ ID NO: 196: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 196:

(2) INFORMATION FOR SEQ ID NO: 197: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 16 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(ix) FEATURE:�

(A) NAME/KEY: Modified- �site
(B) LOCATION: �3.. �4
(D) OTHER INFORMATION: �/ �product= "see Figure 10C"
/ �label= R*G
/ �note= "* denotes codon with one- �base deletion, causes shift of reading fr..."

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 197:
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(2) INFORMATION FOR SEQ ID NO: 198: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

(v) FRAGMENT TYPE: internal

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 198:

(2) INFORMATION FOR SEQ ID NO: 199: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein

(v) FRAGMENT TYPE: internal

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 199:

(2) INFORMATION FOR SEQ ID NO: 200: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 200:

(2) INFORMATION FOR SEQ ID NO: 201: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 201:

(2) INFORMATION FOR SEQ ID NO: 202: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 202:

(2) INFORMATION FOR SEQ ID NO: 203: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 203:

(2) INFORMATION FOR SEQ ID NO: 204: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 204:

(2) INFORMATION FOR SEQ ID NO: 205: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 205:

(2) INFORMATION FOR SEQ ID NO: 206: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 206:

(2) INFORMATION FOR SEQ ID NO: 207: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 207:

(2) INFORMATION FOR SEQ ID NO: 208: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 208:

(2) INFORMATION FOR SEQ ID NO: 209: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 209:

(2) INFORMATION FOR SEQ ID NO: 210: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 210:

(2) INFORMATION FOR SEQ ID NO: 211: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 211:

(2) INFORMATION FOR SEQ ID NO: 212: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
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(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 212:

(2) INFORMATION FOR SEQ ID NO: 213: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 213:

(2) INFORMATION FOR SEQ ID NO: 214: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 214:

(2) INFORMATION FOR SEQ ID NO: 215: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 215:�

(2) INFORMATION FOR SEQ ID NO: 216: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 216:

(2) INFORMATION FOR SEQ ID NO: 217: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 217:

(2) INFORMATION FOR SEQ ID NO: 218: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
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(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 218:

(2) INFORMATION FOR SEQ ID NO: 219: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 219:

(2) INFORMATION FOR SEQ ID NO: 220: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 220:

(2) INFORMATION FOR SEQ ID NO:�221: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 221:

(2) INFORMATION FOR SEQ ID NO: 222: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 222:

(2) INFORMATION FOR SEQ ID NO: 223: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 223:

(2) INFORMATION FOR SEQ ID NO: 224: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 224:

(2) INFORMATION FOR SEQ ID NO: 225: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 225:

(2) INFORMATION FOR SEQ ID NO: 226: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 226:

(2) INFORMATION FOR SEQ ID NO: 227: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 227:

(2) INFORMATION FOR SEQ ID NO: 228: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 228:

(2) INFORMATION FOR SEQ ID NO: 229: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 229:

(2) INFORMATION FOR SEQ ID NO: 230: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 230:
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(2) INFORMATION FOR SEQ ID NO: 231: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 231:

(2) INFORMATION FOR SEQ ID NO: 232: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 232:

(2) INFORMATION FOR SEQ ID NO: 233: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 233:
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(2) INFORMATION FOR SEQ ID NO: 234: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 234:

(2) INFORMATION FOR SEQ ID NO: 235: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 235:

(2) INFORMATION FOR SEQ ID NO: 236: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 236:
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(2) INFORMATION FOR SEQ ID NO: 237: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 237:

(2) INFORMATION FOR SEQ ID NO: 238: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 16 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 238:

(2) INFORMATION FOR SEQ ID NO: 239: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 239:
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(2) INFORMATION FOR SEQ ID NO: 240: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 240:

(2) INFORMATION FOR SEQ ID NO: 241: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 241:

(2) INFORMATION FOR SEQ ID NO: 242: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 242:
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(2) INFORMATION FOR SEQ ID NO: 243: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 243:

(2) INFORMATION FOR SEQ ID NO: 244: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 244:�

(2) INFORMATION FOR SEQ ID NO: 245: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 245:
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(2) INFORMATION FOR SEQ ID NO: 246: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 246:

(2) INFORMATION FOR SEQ ID NO: 247: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 247:

(2) INFORMATION FOR SEQ ID NO: 248: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 248:
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(2) INFORMATION FOR SEQ ID NO: 249: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 18 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 249:

(2) INFORMATION FOR SEQ ID NO: 250: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 250:

(2) INFORMATION FOR SEQ ID NO: 251: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 251:
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(2) INFORMATION FOR SEQ ID NO: 252: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 252:

(2) INFORMATION FOR SEQ ID NO: 253: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 253:

(2) INFORMATION FOR SEQ ID NO: 254: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 254:

(2) INFORMATION FOR SEQ ID NO: 255: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 12 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 255:

(2) INFORMATION FOR SEQ ID NO: 256: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 256:

(2) INFORMATION FOR SEQ ID NO: 257: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 257:
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(2) INFORMATION FOR SEQ ID NO: 258: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 258:

(2) INFORMATION FOR SEQ ID NO: 259: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 259:

(2) INFORMATION FOR SEQ ID NO: 260: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 260:
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(2) INFORMATION FOR SEQ ID NO: 261: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 261:

(2) INFORMATION FOR SEQ ID NO: 262: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 amino acids
(B) TYPE: amino acid
(C) STRANDEDNESS:
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(v) FRAGMENT TYPE: internal
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 262:

(2) INFORMATION FOR SEQ ID NO: 263: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 143 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 263:

(2) INFORMATION FOR SEQ ID NO: 264: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 1947 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: circular

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic vector"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �132..�989
(D) OTHER INFORMATION: �/ �product= "Amp resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 264:



EP 1 143 006 B1

252

5

10

15

20

25

30

35

40

45

50

55



EP 1 143 006 B1

253

5

10

15

20

25

30

35

40

45

50

55



EP 1 143 006 B1

254

5

10

15

20

25

30

35

40

45

50

55

(2) INFORMATION FOR SEQ ID NO: 265: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 286 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 265:



EP 1 143 006 B1

255

5

10

15

20

25

30

35

40

45

50

55 (2) INFORMATION FOR SEQ ID NO: 266: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 142 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 266:

(2) INFORMATION FOR SEQ ID NO: 267: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 520 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �510
(D) OTHER INFORMATION: �/ �product= "gIIIp ss with myc-�tag, amber codon"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 267:
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(2) INFORMATION FOR SEQ ID NO: 268: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 170 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 268:
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(2) INFORMATION FOR SEQ ID NO: 269: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 123 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 269:

(2) INFORMATION FOR SEQ ID NO: 270: �

(i) SEQUENCE CHARACTERISTICS:�
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(A) LENGTH: 470 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 270:

(2) INFORMATION FOR SEQ ID NO: 271: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 733 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 271:
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(2) INFORMATION FOR SEQ ID NO: 272: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 813 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �102..�758
(D) OTHER INFORMATION: �/ �product= "cat resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 272:
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(2) INFORMATION FOR SEQ ID NO: 273: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 219 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 273:
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(2) INFORMATION FOR SEQ ID NO: 274: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 2755 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: circular

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic vector"

(ix) FEATURE:�

(A) NAME/KEY: CDS
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(B) LOCATION: �3.. �509
(D) OTHER INFORMATION: �/ �product= "gIIIp ss, myc tag, amber codon"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �complement (1853..�2509)
(D) OTHER INFORMATION: �/ �product= "cat resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 274:



EP 1 143 006 B1

265

5

10

15

20

25

30

35

40

45

50

55



EP 1 143 006 B1

266

5

10

15

20

25

30

35

40

45

50

55

(2) INFORMATION FOR SEQ ID NO: 275: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 169 amino acids
(B) TYPE: amino acid
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(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 275:

(2) INFORMATION FOR SEQ ID NO: 276: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 219 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 276:
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(2) INFORMATION FOR SEQ ID NO: 277: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 173 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 277:

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 47 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 278:�
AGATCTCATA ACTTCGTATA ATGTATGCTA TACGAAGTTA TGACGTC 47

(2) INFORMATION FOR SEQ ID NO: 279: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 1255 base pairs
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �1.. �1245
(D) OTHER INFORMATION: �/ �product- "gIIIp, GGGGS linker"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 279:
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(2) INFORMATION FOR SEQ ID NO: 280: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 415 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 280:
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(2) INFORMATION FOR SEQ ID NO: 281: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 502 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
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(B) LOCATION: �4.. �492
(D) OTHER INFORMATION: �/ �product- "gIIIp ss"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 281:

(2) INFORMATION FOR SEQ ID NO: 282: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 163 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 282:�
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(2) INFORMATION FOR SEQ ID NO: 283: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 47 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 283:�
GCATGCCATA ACTTCGTATA ATGTACGCTA TACGAAGTTA TAAGCTT 47

(2) INFORMATION FOR SEQ ID NO: 284: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 1163 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �82.. �978
(D) OTHER INFORMATION: �/ �product= "bla resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 284:
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(2) INFORMATION FOR SEQ ID NO: 285: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 299 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 285:
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(2) INFORMATION FOR SEQ ID NO: 286: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 470 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 286:

(2) INFORMATION FOR SEQ ID NO: 287: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 832 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 287:
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(2) INFORMATION FOR SEQ ID NO: 288: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 49 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 288:�
AGATCTCATA ACTTCGTATA ATGTATGCTA TACGAAGTTA TTCAGATCT 49

(2) INFORMATION FOR SEQ ID NO: 289: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 96 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 289:

(2) INFORMATION FOR SEQ ID NO: 290: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 120 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 290:

(2) INFORMATION FOR SEQ ID NO: 291: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 96 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic DNA cassette"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 291:

(2) INFORMATION FOR SEQ ID NO: 292: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 1221 base pairs
(B) TYPE: nucleic acid
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(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �79.. �1158
(D) OTHER INFORMATION: �/ �product= "lacI"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 292:
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(2) INFORMATION FOR SEQ ID NO: 293: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 360 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 293:
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(2) INFORMATION FOR SEQ ID NO: 294: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 2380 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: circular

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic vector"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �complement (51..�707)
(D) OTHER INFORMATION: �/ �product= "cat resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 294:
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(2) INFORMATION FOR SEQ ID NO: 295: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 219 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 295:
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(2) INFORMATION FOR SEQ ID NO: 296: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 3488 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: circular

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc - "synthetic vector"

(A) NAME/KEY: CDS
(B) LOCATION: �complement (1341..�1997)
(D) OTHER INFORMATION: �/ �product= "cat resistance"
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(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �complement (2521..�3417)
(D) OTHER INFORMATION: �/ �product= "bla resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 296:
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(2) INFORMATION FOR SEQ ID NO: 297: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 219 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 297:
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(2) INFORMATION FOR SEQ ID NO: 298: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 299 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 298:
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(2) INFORMATION FOR SEQ ID NO: 299: �

(i) SEQUENCE CHARACTERISTICS:�



EP 1 143 006 B1

296

5

10

15

20

25

30

35

40

45

50

55

(A) LENGTH: 2728 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: circular

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic vector"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �complement (471.. �1367)
(D) OTHER INFORMATION: �/ �product= "bla resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 299:
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(2) INFORMATION FOR SEQ ID NO: 300: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 299 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 300:
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(2) INFORMATION FOR SEQ ID NO: 301: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 45 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 301:�
TATGAGATCT CATAACTTCG TATAATGTAC GCTATACGAA GTTAT 45

(2) INFORMATION FOR SEQ ID NO: 302: �

(A) LENGTH: 45 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 302:�
TAATAACTTC GTATAGCATA CATTATACGA AGTTATGAGA TCTCA 45

(2) INFORMATION FOR SEQ ID NO: 303: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 91 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 303:

(2) INFORMATION FOR SEQ ID NO: 304: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 52 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear
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(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 304:�
GGGGGGAATT CGGTGGTGGT GGATCTGCGT GCGCTGAAAC GGTTGAAAGT TG 52

(2) INFORMATION FOR SEQ ID NO: 305: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 32 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 305:�
CCCCCCCAAG CTTATCAAGA CTCCTTATTA CG 32

(2) INFORMATION FOR SEQ ID NO: 306: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 34 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 306:�
GGGGGGGGAA TTCGGAGGCG GTTCCGGTGG TGGC 34

(2) INFORMATION FOR SEQ ID NO: 307: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 74 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 307:
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(2) INFORMATION FOR SEQ ID NO: 308: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 308:�
CCATAACTTC GTATAATGTA CGCTATACGA AGTTATA 37

(2) INFORMATION FOR SEQ ID NO: 309: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 45 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 309:�
AGCTTATAAC TTCGTATAGC GTACATTATA CGAAGTTATG GCATG 45

(2) INFORMATION FOR SEQ ID NO: 310: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 76 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 310:
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(2) INFORMATION FOR SEQ ID NO: 311: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 75 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 311:

(2) INFORMATION FOR SEQ ID NO: 312: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 35 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 312:�
GGGGGGGTGT ACATTCAAAT ATGTATCCGC TCATG 35

(2) INFORMATION FOR SEQ ID NO: 313: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 22 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 313:�
GGGTTACATC GAACTGGATC TC 22

(2) INFORMATION FOR SEQ ID NO: 314: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 59 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 314:�
CCAGTTCGAT GTAACCCACT CGCGCACCCA ACTGATCCTC AGCATCTTTT ACTTTCACC 59

(2) INFORMATION FOR SEQ ID NO: 315: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 43 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 315:�
ACTCTAGCTT CCCGGCAACA GTTAATAGAC TGGATGGAGG CGG 43

(2) INFORMATION FOR SEQ ID NO: 316: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 24 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 316:�
CTGTTGCCGG GAAGCTAGAG TAAG 24

(2) INFORMATION FOR SEQ ID NO: 317: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 58 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 317:�
CCCCCCCTTA ATTAAGGGGG GGGGCCGGCC ATTATCAAAA AGGATCTCAA GAAGATCC 58
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(2) INFORMATION FOR SEQ ID NO: 318: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 318:�
GGGGGGGGCT AGCACGCGCC CTGTAGCGGC GCATTAA 37

(2) INFORMATION FOR SEQ ID NO: 319: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 38 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 319:�
CCCCCCCTGT ACATGAAATT GTAAACGTTA ATATTTTG 38

(2) INFORMATION FOR SEQ ID NO: 320: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 36 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 320:�
GGGCGATGGC CCACTACGAG AACCATCACC CTAATC 36

(2) INFORMATION FOR SEQ ID NO: 321: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 32 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 321:�
GGGGGGAGAT CTAATAAGAT GATCTTCTTG AG 32

(2) INFORMATION FOR SEQ ID NO: 322: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 45 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 322:�
GAGTTGGTAG CTCAGAGAAC CTACGAAAAA CCGCCCTGCA AGGCG 45

(2) INFORMATION FOR SEQ ID NO: 323: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 24 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 323:�
GTAGGTTCTC TGAGCTACCA ACTC 24

(2) INFORMATION FOR SEQ ID NO: 324: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 43 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 324:�
GTTTCCCCCT GGCGGCTCCC TCCTGCGCTC TCCTGTTCCT GCC 43

(2) INFORMATION FOR SEQ ID NO: 325: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 24 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 325:�
AGGAGGGAGC CGCCAGGGGG AAAC 24

(2) INFORMATION FOR SEQ ID NO: 326: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 26 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 326:�
GACATCAGCG CTAGCGGAGT GTATAC 26

(2) INFORMATION FOR SEQ ID NO: 327: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 43 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 327:�
GATCTCATAA CTTCGTATAA TGTATGCTAT ACGAAGTTAT TCA 43

(2) INFORMATION FOR SEQ ID NO: 328: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 45 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 328:�
GATCTGAATA ACTTCGTATA GCATACATTA TACGAAGTTA TGAGA 45
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(2) INFORMATION FOR SEQ ID NO: 329: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 35 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 329:�
GGGGGGGAGA TCTGACCAAA ATCCCTTAAC GTGAG 35

(2) INFORMATION FOR SEQ ID NO: 330: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 35 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 330:�
GGTATCTGCG CTCTGCTGTA GCCAGTTACC TTCGG 35

(2) INFORMATION FOR SEQ ID NO: 331: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 35 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 331:�
CCCCCCCGCT AGCCATGTGA GCAAAAGGCC AGCAA 35

(2) INFORMATION FOR SEQ ID NO: 332: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 23 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 332:�
GGGACGTCGG GTGAGGTTCC AAC 23

(2) INFORMATION FOR SEQ ID NO: 333: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 29 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 333:�
CCATACGGAA CTCCGGGTGA GCATTCATC 29

(2) INFORMATION FOR SEQ ID NO: 334: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 16 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 334:�
CCGGAGTTCC GTATGG 16

(2) INFORMATION FOR SEQ ID NO: 335: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 19 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 335:�
ACGTTTAAAT CAAAACTGG 19

(2) INFORMATION FOR SEQ ID NO: 336: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 69 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 336:

(2) INFORMATION FOR SEQ ID NO: 337: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 26 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 337:�
GGAAGATCTA GCACCAGGCG TTTAAG 26

(2) INFORMATION FOR SEQ ID NO: 338: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 27 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 338:�
GAGGCCGGCC ATCGAATGGC GCAAAAC 27

(2) INFORMATION FOR SEQ ID NO: 339: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 31 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid
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(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 339:�
CGCGTACCGT CCTCATGGGA GAAAATAATA C 31

(2) INFORMATION FOR SEQ ID NO: 340: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 83 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 340:

(2) INFORMATION FOR SEQ ID NO: 341: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 42 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 341:�
GTCAGCGGCG GGATATAACA TGAGCTGTCC TCGGTATCGT CG 42

(2) INFORMATION FOR SEQ ID NO: 342: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 30 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 342:�
GTTATATCCC GCCGCTGACC ACCATCAAAC 30

(2) INFORMATION FOR SEQ ID NO: 343: �
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(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 65 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(ix) FEATURE:�

(A) NAME/KEY: conflict
(B) LOCATION: �replace�(42..�44, "")
(D) OTHER INFORMATION: �/ �note= "in Fig. �35b, M41, LAC6: T4T; but see Fig.�35a, M41: LAC6 pos.
1055-1119 on complementary strand, 1076 to 1078: TAT"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 343:

(2) INFORMATION FOR SEQ ID NO: 344: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 73 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 344:�
GGTTAATTAA CCTCACTGCC CGCTTTCCAG TCGGGAAACC TGTCGTGCCA GCTGCATCAG 60
TGAATCGGCC AAC 73

(2) INFORMATION FOR SEQ ID NO: 345: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 50 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 345:�
CTAGACTAGT GTTTAAACCG GACCGGGGGG GGGCTTAAGG GGGGGGGGGG 50
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(2) INFORMATION FOR SEQ ID NO: 346: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 50 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 346:�
CTAGCCCCCC CCCCCCTTAA GCCCCCCCCC GGTCCGGTTT AAACACTAGT 50

(2) INFORMATION FOR SEQ ID NO: 347: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 50 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 347:�
CTAGACTAGT GTTTAAACCG GACCGGGGGG GGGCTTAAGG GGGGGGGGGG 50

(2) INFORMATION FOR SEQ ID NO: 348: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 82 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 348:

(2) INFORMATION FOR SEQ ID NO: 349: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 40 base pairs
(B) TYPE: nucleic acid
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(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 349:�
GTTGTTGTGC CACGCGGTTA GGAATGTAAT TCAGCTCCGC 40

(2) INFORMATION FOR SEQ ID NO: 350: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 19 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 350:�
AACCGCGTGG CACAACAAC 19

(2) INFORMATION FOR SEQ ID NO: 351: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 41 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 351:�
CTTCGTTCTA CCATCGACAC GACCACGCTG GCACCCAGTT G 41

(2) INFORMATION FOR SEQ ID NO: 352: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 20 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 352:�
GTGTCGATGG TAGAACGAAG 20
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(2) INFORMATION FOR SEQ ID NO: 353: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 67 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 353:

(2) INFORMATION FOR SEQ ID NO: 354: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 22 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 354:�
GACCAGGATG CTATTGCTGT GG 22

(2) INFORMATION FOR SEQ ID NO: 355: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 355:�
CAGCGCGATT TGCTGGTGGC CCAATGCGAC CAGATGC 37

(2) INFORMATION FOR SEQ ID NO: 356: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 18 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 356:�
CACCAGCAAA TCGCGCTG 18

(2) INFORMATION FOR SEQ ID NO: 357: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 37 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 357:�
CCCGGACTCG GTAATGGCAC GCATTGCGCC CAGCGCC 37

(2) INFORMATION FOR SEQ ID NO: 358: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 18 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 358:�
GCCATTACCG AGTCCGGG 18

(2) INFORMATION FOR SEQ ID NO: 359: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 29 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 359:�
AATTCCACCA TCATCACCAT TGACGTCTA 29
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(2) INFORMATION FOR SEQ ID NO: 360: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 29 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 360:�
AGCTTAGACG TCAATGGTGA TGATGGTGG 29

(2) INFORMATION FOR SEQ ID NO: 361: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 1289 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: double
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic gene cassette"

(ix) FEATURE:�

(A) NAME/KEY: CDS
(B) LOCATION: �complement (280.. �1137)
(D) OTHER INFORMATION: �/ �product= "bla resistance"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 361:
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(2) INFORMATION FOR SEQ ID NO: 362: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 286 amino acids
(B) TYPE: amino acid
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: protein
(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 362:
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(2) INFORMATION FOR SEQ ID NO: 363: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 18 base pairs
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(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 363:�
GCCCTGCAAG CGGAAGAC 18

(2) INFORMATION FOR SEQ ID NO: 364: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 20 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 364:�
GGCTTTCGAA TGGCCAAAGG 20

(2) INFORMATION FOR SEQ ID NO: 365: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �25.. �27
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (ACT/GTT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �37.. �39
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (TTT, �CAT,�CTT, �ATG,�CAG)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �43.. �45
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (18 codons, no Pro, no Cys)"

(ix) FEATURE:�
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(A) NAME/KEY: misc_ �feature
(B) LOCATION: �46.. �48
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �49.. �51
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �52.. �54
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �55.. �57
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (CCT/TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �58.. �60
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19 aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 365:

(2) INFORMATION FOR SEQ ID NO: 366: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �37.. �39
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (TTT, �CAT,�CTT, �ATG,�CAG)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
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(B) LOCATION: �43.. �45
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (18 codons, no Pro, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �46.. �48
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �49.. �51
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �52.. �54
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �55.. �57
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (CCT/TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �58.. �60
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19 aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 366:

(2) INFORMATION FOR SEQ ID NO: 367: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 81 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �37.. �39
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(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (TTT, �CAT,�CTT, �ATG,�CAG)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �43.. �45
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (18 codons, no Pro, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �46.. �48
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �49.. �51
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (GAT, GGT, AAT, TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �52.. �54
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �55.. �57
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (CCT/TCT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �58.. �60
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19 aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 367:

(2) INFORMATION FOR SEQ ID NO: 368: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 108 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"
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(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �41.. �43
(D) OTHER INFORMATION: �/ �Product= "random codon by trinucleotides (CGT, TGG, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �47.. �61
(D) OTHER INFORMATION: �/ �product= "random codons by trinucleotides (18 aa, no Trp, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �62.. �64
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 368:

(2) INFORMATION FOR SEQ ID NO: 369: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 105 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �41.. �43
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (CGT, TGG, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �47.. �58
(D) OTHER INFORMATION: �/ �product- "random codons by trinucleotides (18 aa, no Trp, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �59.. �61
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 369:
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(2) INFORMATION FOR SEQ ID NO: 370: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 102 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide library"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �41.. �43
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotides (CGT, TGG, TAT)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �47.. �55
(D) OTHER INFORMATION: �/ �product= "random codons by trinucleotides (18 aa, no Trp, no Cys)"

(ix) FEATURE:�

(A) NAME/KEY: misc_ �feature
(B) LOCATION: �56.. �58
(D) OTHER INFORMATION: �/ �product= "random codon by trinucleotide mutagenesis (19aa, no Cys)"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 370:

(2) INFORMATION FOR SEQ ID NO: 371: �

(i) SEQUENCE CHARACTERISTICS:�

(A) LENGTH: 17 base pairs
(B) TYPE: nucleic acid
(C) STRANDEDNESS: single
(D) TOPOLOGY: linear

(ii) MOLECULE TYPE: other nucleic acid

(A) DESCRIPTION: /desc = "synthetic oligonucleotide"

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 371:�
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GGCTCGAATT CCTGGCC 17

Claims

1. A modular vector, comprising (i) a nucleotide sequence encoding an immunoglobulin variable region, comprising a
modular sequence of four consensus framework regions and complementarity determining regions CDR1, CDR2,
and CDR3, wherein said nucleotide sequence comprises DNA cleavage sites at the boundary of each consensus
framework region and each complementarity determining region, and (ii) (a) vector module�(s), wherein each vector
module is flanked by DNA cleavage sites, wherein each of said cleavage sites of (i) and (ii) is unique within said
vector, and wherein said immunoglobulin variable region is a heavy chain or a light chain.

2. The modular vector according to claim 1, wherein said modules are taken from the list comprising: origins of single-
stranded replication, origins of double-�stranded replication for high- and low copy number plasmids, promoter/
operator, repressor or terminator elements, resistance genes, potential recombination sites, gene III for display on
filamentous phages, truncated gene III for display on filamentous phages, signal sequences, purification and de-
tection tags, and sequences of additional moieties.

3. The modular vector according to claim 2, wherein said additional moieties are selected from the list of: a toxin, a
cytokine, a reporter enzyme, a moiety being capable of binding a metal ion, a peptide, a tag suitable for detection
and/or purification, or a homo-�or hetero- �association domain.

4. The modular vector of any one of claims 1 to 3, which is a cloning vector.

5. The modular vector of any one of claims 1 to 3, which is an expression vector.

6. The modular vector of claim 5, which is a vector suitable for expression and screening of libraries.

Patentansprüche

1. Modularer Vektor, umfassend (i) eine Nucleotidsequenz, die eine variable Immunglobulinregion codiert, die eine
modulare Sequenz von vier Konsensus-�Gerüstregionen und die komplementaritäts-�bestimmenden Regionen CDR1,
CDR2 und CDR3 umfasst, wobei die Nucleotidsequenz an der Grenze zu jeder der Konsensus-�Gerüstregionen und
jeder der komplementaritäts-�bestimmenden Regionen DNA-�Schnittstellen umfasst, und (ii) (ein) Vektormodul�(e),
wobei jedes Vektormodul von DNA-�Schnittstellen flankiert wird, wobei jede der Schnittstellen von (i) und (ii) einmalig
innerhalb des Vektors ist und wobei die variable Immunoglobulinregion eine schwere oder eine leichte Kette ist.

2. Modularer Vektor nach Anspruch 1, wobei die Module aus der Liste stammen, umfassend: Startpunkte der Einzel-
strangreplikation, Startpunkte der Doppelstrangreplikation für Plasmide mit hoher und niedriger Kopiezahl, Promo-
tor-/�Operator-, Repressor- oder Terminatorelemente, Resistenzgene, potenzielle Rekombinationsstellen, Gen III
zur Darstellung auf filamentösen Phagen, verkürztes Gen III zur Darstellung auf filamentösen Phagen, Signalse-
quenzen, Reinigungs- und Nachweistags und Sequenzen zusätzlicher Einheiten.

3. Modularer Vektor nach Anspruch 2, wobei die zusätzlichen Einheiten ausgewählt sind aus der Liste aus: einem
Toxin, einem Cytokin, einem Reporterenzym, einer Einheit, die in der Lage ist, ein Metallion zu binden, einem Peptid,
einem Tag, der für den Nachweis und/�oder die Reinigung geeignet ist, oder einer Homo- oder Hetero-�Assoziations-
domäne.

4. Modularer Vektor nach einem der Ansprüche 1 bis 3, der ein Clonierungsvektor ist.

5. Modularer Vektor nach einem der Ansprüche 1 bis 3, der ein Expressionsvektor ist.

6. Modularer Vektor nach Anspruch 5, der ein für die Expression und das Durchmustern von Bibliotheken geeigneter
Vektor ist.
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Revendications

1. Vecteur modulaire, comprenant (i) une séquence de nucléotides codant pour une région variable d’immunoglobuline,
comprenant une séquence modulaire de quatre régions charpente consensus et régions déterminant la complé-
mentarité CDR1, CDR2, et CDR3, dans lequel ladite séquence de nucléotides comprend des sites de coupure
d’ADN à la limite de chaque région charpente consensus et de chaque région déterminant la complémentarité, et
(ii) (un) ou des module�(s) de vecteur, dans lequel chaque module de vecteur est bordé par des sites de coupure
d’ADN, dans lequel chacun desdits sites de coupure de (i) et (ii) est unique dans ledit vecteur, et dans lequel ladite
région variable de l’immunoglobuline est une chaîne lourde ou une chaîne légère.

2. Vecteur modulaire selon la revendication 1, dans lequel lesdits modules sont choisis parmi la liste comprenant : les
origines de réplication monocaténaire, les origines de réplication bicaténaire pour les plasmides à haut et à faible
nombre de copies, les promoteurs/opérateurs, les éléments de répression ou de terminaison, les gènes de résis-
tance, les sites de recombinaison potentiels, le gène III pour une présentation sur les phages filamenteux, le gène
III tronqué pour une présentation sur les phages filamenteux, les séquences signal, les marqueurs de purification
et de détection, et les séquences de fragments supplémentaires.

3. Vecteur modulaire selon la revendication 2, dans lequel lesdits fragments supplémentaires sont choisis parmi la
liste constituée par : une toxine, une cytokine, une enzyme rapporteuse, fragment capable de fixer un ion métallique,
un peptide, un marqueur approprié à la détection et/ou à la purification, ou un domaine d’homo- ou hétéro-�association.

4. Vecteur modulaire selon l’une quelconque des revendications 1 à 3, qui est un vecteur de clonage.

5. Vecteur modulaire selon l’une quelconque des revendications 1 à 3, qui est un vecteur d’expression.

6. Vecteur modulaire selon la revendication 5, qui est un vecteur adapté pour l’expression et le criblage de banques.



EP 1 143 006 B1

328



EP 1 143 006 B1

329



EP 1 143 006 B1

330



EP 1 143 006 B1

331



EP 1 143 006 B1

332



EP 1 143 006 B1

333



EP 1 143 006 B1

334



EP 1 143 006 B1

335



EP 1 143 006 B1

336



EP 1 143 006 B1

337



EP 1 143 006 B1

338



EP 1 143 006 B1

339



EP 1 143 006 B1

340



EP 1 143 006 B1

341



EP 1 143 006 B1

342



EP 1 143 006 B1

343



EP 1 143 006 B1

344



EP 1 143 006 B1

345



EP 1 143 006 B1

346



EP 1 143 006 B1

347



EP 1 143 006 B1

348



EP 1 143 006 B1

349



EP 1 143 006 B1

350



EP 1 143 006 B1

351



EP 1 143 006 B1

352



EP 1 143 006 B1

353



EP 1 143 006 B1

354



EP 1 143 006 B1

355



EP 1 143 006 B1

356



EP 1 143 006 B1

357



EP 1 143 006 B1

358



EP 1 143 006 B1

359



EP 1 143 006 B1

360



EP 1 143 006 B1

361



EP 1 143 006 B1

362



EP 1 143 006 B1

363



EP 1 143 006 B1

364



EP 1 143 006 B1

365



EP 1 143 006 B1

366



EP 1 143 006 B1

367



EP 1 143 006 B1

368



EP 1 143 006 B1

369



EP 1 143 006 B1

370



EP 1 143 006 B1

371



EP 1 143 006 B1

372



EP 1 143 006 B1

373



EP 1 143 006 B1

374



EP 1 143 006 B1

375



EP 1 143 006 B1

376



EP 1 143 006 B1

377



EP 1 143 006 B1

378



EP 1 143 006 B1

379



EP 1 143 006 B1

380



EP 1 143 006 B1

381



EP 1 143 006 B1

382



EP 1 143 006 B1

383



EP 1 143 006 B1

384



EP 1 143 006 B1

385



EP 1 143 006 B1

386



EP 1 143 006 B1

387



EP 1 143 006 B1

388



EP 1 143 006 B1

389



EP 1 143 006 B1

390



EP 1 143 006 B1

391



EP 1 143 006 B1

392



EP 1 143 006 B1

393



EP 1 143 006 B1

394



EP 1 143 006 B1

395



EP 1 143 006 B1

396



EP 1 143 006 B1

397



EP 1 143 006 B1

398



EP 1 143 006 B1

399



EP 1 143 006 B1

400



EP 1 143 006 B1

401



EP 1 143 006 B1

402



EP 1 143 006 B1

403



EP 1 143 006 B1

404



EP 1 143 006 B1

405



EP 1 143 006 B1

406



EP 1 143 006 B1

407



EP 1 143 006 B1

408



EP 1 143 006 B1

409



EP 1 143 006 B1

410



EP 1 143 006 B1

411



EP 1 143 006 B1

412



EP 1 143 006 B1

413



EP 1 143 006 B1

414



EP 1 143 006 B1

415



EP 1 143 006 B1

416



EP 1 143 006 B1

417



EP 1 143 006 B1

418



EP 1 143 006 B1

419



EP 1 143 006 B1

420



EP 1 143 006 B1

421



EP 1 143 006 B1

422



EP 1 143 006 B1

423



EP 1 143 006 B1

424



EP 1 143 006 B1

425



EP 1 143 006 B1

426



EP 1 143 006 B1

427



EP 1 143 006 B1

428



EP 1 143 006 B1

429



EP 1 143 006 B1

430



EP 1 143 006 B1

431



EP 1 143 006 B1

432



EP 1 143 006 B1

433



EP 1 143 006 B1

434



EP 1 143 006 B1

435



EP 1 143 006 B1

436



EP 1 143 006 B1

437



EP 1 143 006 B1

438



EP 1 143 006 B1

439

REFERENCES CITED IN THE DESCRIPTION

This list of references cited by the applicant is for the reader’s convenience only. It does not form part of the European
patent document. Even though great care has been taken in compiling the references, errors or omissions cannot be
excluded and the EPO disclaims all liability in this regard.

Patent documents cited in the description

• EP 0368684 B1 [0003]
• EP 9603647 W [0152]

• EP 95113021 A [0152]

Non-patent literature cited in the description

• JOHN DE KRUIF et al.  J. Mol. Biol, April 1995, vol.
248, 97-105 [0006]

• BARBAS III, C.F. ;  BAIN, J.D. ;  HOEKSTRA, D.M. ;
LERNER, R.A.  PNAS, 1992, vol. 89, 4457-4461
[0145]

• BETTER, M. ;  CHANG, P. ;  ROBINSON, R. ;  HOR-
WITZ, A.H. Science, 1988, vol. 240, 1041-1043
[0145]

• BLAKE, M.S. ;  JOHNSTON, K.H. ;  RUS-
SEL-JONES, G.J. ;  GOTSCHLICH, E.C. Anal. Bio-
chem., 1984, vol. 136, 175-179 [0145]

• CARTER, P. ;  KELLY, R.F. ;  RODRIGUES, M.L. ;
SNEDECOR, B. ;  COVRRUBIAS, M. ;  VELLIGAN,
M.D. ; WONG, W.L.T. ;  ROWLAND, A.M. ;  KOTTS,
C.E. ; CARVER, M.E. Bio/Technology, 1992, vol. 10,
163-167 [0145]

• CHOTHIA, C. ;  LESK, A.M.  J. Biol. Chem., 1987,
vol. 196, 910-917 [0145]

• CHOTHIA, C. ;  LESK, A.M. ;  GHERARDI, E. ;  TOM-
LINSON, I.A. ;  WALTER, G. ;  MARKS, J.D. ;
LLEWELYN, M.B. ;  WINTER, G. J. Mol. Biol., 1992,
vol. 227, 799-817 [0145]

• CHOTHIA, C. ;  LESK, A.M. ;  TRAMONTANO, A. ;
LEVITT, M. ;  SMITH-GILL, S.J. ;  AIR, G. ;  SHER-
IFF, S. ; PADLAN, E.A. ;  DAVIES, D. ;  TULIP, W.R.
Nature, 1989, vol. 342, 877-883 [0145]

• CHUCHANA, P. ;  BLANCHER, A. ;  BROCKLY, F. ;
ALEXANDRE, D. ;  LEFRANC, G ;  LEFRANC, M.-P.
Eur. J. Immunol., 1990, vol. 20, 1317-1325 [0145]

• COX, J.P.L. ;  TOMLINSON, I.M. ;  WINTER, G. Eur.
J. Immunol., 1994, vol. 24, 827-836 [0145]

• GE, L. ;  KNAPPIK, A. ;  PACK, P. ;  FREUND, C. ;
PLÜCKTHUN, A.  Antibody Engineering. Borrebae-
ck. Oxford University Press, 1995, 229-266 [0145]

• GILL, S.C. ;  VON HIPPEL, P.H. Anal. Biochem.,
1989, vol. 182, 319.326 [0145]

• HOCHULI, E. ;  BANNWARTH, W. ;  DÖBELI, H. ;
GENTZ, R. ; STÜBER, D. Bio/Technology, 1988,
vol. 6, 1321-1325 [0145]

• HOPP, T.P. ; PRICKETT, K.S. ;  PRICE, V.L. ;  LIB-
BY, R.T. ;  MARCH, C.J. ;  CERRETTI, D.P. ; URD-
AL, D.L. ;  CONLON, P.J.  Bio/Technology, 1988, vol.
6, 1204-1210 [0145]

• KABAT, E.A. ;  WU, T.T. ; PERRY, H.M. ; GOTTES-
MANN, K.S. ;  FOELLER, C.  Sequences of proteins
of immunological interest, 1991 [0145]

• KNAPPIK, A. ;  PLÜCKTHUN, A.  Biotechniques,
1994, vol. 17, 754-761 [0145]

• KNAPPIK, A. ;  PLÜCKTHUN, A.  Protein Engineer-
ing, 1995, vol. 8, 81-89 [0145]

• KUNKEL, T.A. ;  BEBENEK, K. ;  MCCLARY, J.
Methods in Enzymol., 1991, vol. 204, 125-39 [0145]

• LINDNER, P. ;  GUTH, B. ;  WÜLFING, C. ;  KREB-
BER, C. ;  STEIPE, B. ;  MÜLLER, F. ;  PLÜCKTHUN,
A. Methods: A Companion to Methods Enzymol.,
1992, vol. 4, 41-56 [0145]

• LOWMAN, H.B. ;  BASS, S.H. ;  SIMPSON, N. ;
WELLS, J.A.  Biochemistry, 1991, vol. 30,
10832-10838 [0145]

• PACK, P. ;  PLÜCKTHUN, A.  Biochemistry, 1992,
vol. 31, 1579-1584 [0145]

• PACK, P. ;  KUJAU, M. ;  SCHROECKH, V. ;  KNÜP-
FER, U. ; WENDEROTH, R. ; RIESENBERG D. ;
PLÜCKTHUN, A.  Bio/Technology, 1993, vol. 11,
1271-1277 [0145]

• PACK, P.  Ph.D. thesis. Ludwig-Maximilians-Univer-
sitat München, 1994 [0145]

• PERLAK, F. J.  Nuc. Acids Res, 1990, vol. 18,
7457-7458 [0145]

• PLÜCKTHUN, A. ;  KREBBER, A. ;  KREBBER, C. ;
HORN, U. ; KNÜPFER, U. ;  WENDEROTH, R. ;
NIEBA, L. ;  PROBA, K. ;  RIESENBERG, D. A prac-
tical approach. Antibody Engineering. IRL Press,
1996, 203-252 [0145]

• PRODROMOU, C. ; PEARL, L.H.  Protein Engineer-
ing, 1992, vol. 5, 827-829 [0145]

• ROSENBERG, S.A. ;  LOTZE, M.T. Ann. Rev. Im-
munol, 1986, vol. 4, 681-709 [0145]

• SKERRA, A. ;  PLUCKTHUN, A.  Science, 1988, vol.
240, 1038-1041 [0145]

• SKERRA, A. ;  PFITZINGER, I. ; PLÜCKTHUN, A.
Bio/Technology, 1991, vol. 9, 273-278 [0145]

• SUTHERLAND, L. ;  DAVIDSON, J. ;  GLASS, L.L. ;
JACOBS, H.T.  BioTechniques, 1995, vol. 18,
458-464 [0145]



EP 1 143 006 B1

440

• TOMLINSON, I.M. ;  WALTER, G. ;  MARKS, J.D. ;
LLEWELYN, M.B. ;  WINTER, G. J. Mol. Biol., 1992,
vol. 227, 776-798 [0145]

• ULLRICH, H.D. ;  PATTEN, P.A. ;  YANG, P.L. ;
ROMESBERG, F.E. ;  SCHULTZ, P.G. Proc. Natl.
Acad. Sci. USA, 1995, vol. 92, 11907-11911 [0145]

• VAN DIJK, K.W. ;  MORTARI, F. ;  KIRKHAM, P.M. ;
SCHROEDER JR., H.W. ;  MILNER, E.C.B.  Eur. J.
Immunol., 1993, vol. 23, 832-839 [0145]

• VIRNEKÄS, B. ;  GE, L. ;  PLÜCKTHUN, A. ;  SCH-
NEIDER, K.C. ;  WELLNHOFER, G. ;  MORONEY,
S.E. Nucleic Acids Research, 1994, vol. 22,
5600-5607 [0145]

• VITETTA, E.S. ;  THORPE, P.E. ; UHR, J. Immunol.
Today, 1993, vol. 14, 253-259 [0145]

• WILLIAMS, S.C. ;  WINTER, G. Eur. J. Immunol.,
1993, vol. 23, 1456-1481 [0145]

• WINTER, G. ; GRIFFITHS, A.D. ;  HAWKINS, R.E. ;
HOOGENBOOM, H.R. Ann. Rev. Immunol, 1994,
vol. 12, 433-455 [0145]

• ALESCIO-ZONTA, L. ;  BAGLIONI, C.  Eur.J.Bio-
chem., 1970, vol. 15, 450-463 [0146]

• ANDREWS, D.W. ;  CAPRA, J.D.  Biochemistry,
1981, vol. 20, 5816-5822 [0146]

• ANDRIS, J.S. ;  EHRLICH, P.H. ;  OSTBERG, L. ;
CAPRA, J.D.  J.Immunol., 1992, vol. 149, 4053-4059
[0146] [0147]

• ATKINSON, P.M. ;  LAMPMAN, G.W. ;  FURIE,
B.C. ;  NAPARSTEK, Y. ;  SCHWARTZ, R.S. ;
STOLLAR, B.D. ;  FURIE, B. J.Clin.Invest., 1985,
vol. 75, 1138-1143 [0146] [0148]

• AUCOUTURIER, P. ;  BAUWENS, M. ;  KHAMLI-
CHI, A.A. ;  DENOROY, L ;  SPINELLI, S. ;  TOU-
CHARD, G. ;  PREUD’HOMME, J.-L. ;  COGNE, M.
J.Immunol., 1993, vol. 150, 3561-3568 [0146]

• AVILA, M.A. ;  VAZQUES, J. ;  DANIELSSON, L. ;
FERNANDEZ DE COSSIO, M.E. ;  BORREBAECK,
C.A.K.  Gene, 1993, vol. 127, 273-274 [0146] [0148]

• BARBAS, C.F., III ;  CROWE, JR., J.E. ;  CABABA,
D. ; JONES, T.M. ;  ZEBEDEE, S.L. ;  MURPHY,
B.R. ;  CHANOCK, R.M. ;  BURTON, D.R.
Proc.Natl.Acad.Sci.USA, 1992, vol. 89,
10164-10168 [0146] [0148]

• BARBAS, C.F., III et al.  J-Mol-Biol., 1993, vol. 230,
812-23 [0146]

• BENTLEY, D.L. ;  RABBITTS, T.H.  Nature, 1980,
vol. 288, 730-733 [0146]

• BENTLEY, D.L. ;  RABBITTS, T.H.  Cell, 1983, vol.
32, 181-189 [0146]

• BENTLEY, D.L.  Nature, 1984, vol. 307, 77-80 [0146]
• BHAT, N.M. ;  BIEBER, M.M. ;  CHAPMAN, C.J. ;

STEVENSON, F.K. ;  TENG, N.N.H. J.Immunol.,
1993, vol. 151, 5011-5021 [0146] [0147]

• BLAISON, G. ;  KUNTZ, J.-L. ;  PASQUALI, J.-L.
Eur.J.Immunol., 1991, vol. 21, 1221-1227 [0146]

• BRAUN, H. ;  LEIBOLD, W. ;  BARNIKOL, H.U. ;
HILSCHMANN, N.  Z.Physiol.Chem., 1971, vol. 352,
647-651 [0146]

• Z.Physiol.Chem., 1972, vol. 353, 1284-1306 [0146]
• CAPRA, J.D. ;  KEHOE, J.M.  Adv.Immunology,

1975, vol. 20, 1-40 [0146] [0146]
• ANDREWS, D.W. ;  CAPRA. J.D.

Proc.Nat.Acad.Sci.USA, 1981, vol. 78, 3799-3803
[0146]

• LEDFORD. D.K. ;  GONI, F. ; PIZZOLATO, M. ;
FRANKLIN, E.C. ;  SOLOMON, A. ;  FRANGIONE,
B. J.Immunol., 1983, vol. 131, 1322-1325 [0146]

• CHASTAGNER, P. ;  THEZE, J. ;  ZOUALI, M.  Gene,
1991, vol. 101, 305-306 [0146]

• CHEN, P.P. ; ROBBINS, D.L. ;  JIRIK, F.R. ;  KIPPS,
T.J. ;  CARSON, D.A.  J.Exp.Med, 1987, vol. 166,
1900-1905 [0146] [0146]

• LIU, M.-F. ;  ROBBINS, D.L. ;  CROWLEY, J.J. ;  SIN-
HA, S. ;  KOZIN, F. ;  KIPPS, T.J. ;  CARSON, D.A. ;
CHEN.P.P. J.Immunol., 1989, vol. 142, 688-694
[0146]

• CHERSI, A. ;  NATALI, P.G.  Immunochemistry,
1978, vol. 15, 585-589 [0146]

• CO, M.S. ; DESCHAMPS, M. ;  WHITLEY, R.J. ;
QUEEN, C. Proc.Natl.Acad.Sci.USA, 1991, vol. 88,
2869-2873 [0146]

• CUISINIER, A.-M. ;  FUMOUX, F. ; FOUGEREAU,
M. ; TONNELLE, C.  Mol.Immunol., 1992, vol. 29,
1363-1373 [0146] [0147] [0148]

• DAVIDSON, A. ;  MANHEIMER-LORY, A. ;  AR-
ANOW, C. ;  PETERSON, R. ; HANNIGAN, N. ;  DIA-
MOND, B. J.Clin.Invest., 1990, vol. 85, 1401-1409
[0146]

• DENOMME, G.A. ;  MAHMOUDI, M. ;  EDWARDS,
J.Y. ;  MASSICOTTE, H. ;  CAIRNS, E. ;  BELL, D.A.
Hum.Antibod.Hybridomas, 1993, vol. 4, 98-103
[0146]

• DERSIMONIAN, H. ;  MCADAM, K.P.W.J. ;  MACK-
WORTH-YOUNG, C. ; STOLLAR, B.D.  J.Iinmunol.,
1989, vol. 142, 4027-4033 [0146]

• DREYER, W.J. ;  GRAY, W.R. ;  HOOD, L. Symp.
Quantitative Biol. Cold Spring Harbor, 1967, vol. 32,
353-367 [0146]

• EBELING, S.B. ;  SCHUTTE, M.E.M. ; LOGTEN-
BERG, T. Eur.J.Immunol., 1993, vol. 23, 1405-1408
[0146]

• EULITZ, M. ;  KLEY, H.-P.  Immunochem, 1977, vol.
14, 289-297 [0146]

• EULITZ, M. ;  LINKE, R.P.  Z.Physiol.Chem., 1982,
vol. 363, 1347-1358 [0146]

• EULITZ, M. ;  BREUER, M. ;  EBLEN, A. ;  WEISS,
D.T. ; SOLOMON, A.  Amyloid And Amyloidosis. Klu-
wer Academic, 1990 [0146]

• EULITZ, M. ;  GOTZE, D. ; HILSCHMANN, N.
Z.Physiol.Chem., 1972, vol. 353, 487-491 [0146]

• EULITZ, M. ;  HILSCHMANN, N.  Z.Physiol.Chem.,
1974, vol. 355, 842-866 [0146]

• EULITZ, M. ;  KLEY, H.P. ;  ZEITLER, H.J.  Z.Physi-
ol.Chem., 1979, vol. 360, 725-734 [0146]



EP 1 143 006 B1

441

• EZAKI, I. ;  KANDA, H. ;  SAKAI, K. ;  FUKUI, N. ;
SHINGU, M. ; NOBUNAGA, M. ;  WATANABE, T.
Arthritis And Rheumatism, 1991, vol. 34, 343-350
[0146]

• FELGENHAUER, M. ;  KOHL, J. ;  RUKER, F. Nu-
cl.Acids Res., 1990, vol. 18, 4927 [0146] [0148]

• FERRI. G. ; STOPPINI, M. ; IADAROLA, P. ;  BEL-
LOTTI, V. ;  MERLINI, G. Biochim.Biophys.Acta,
1989, vol. 995, 103-108 [0146]

• GILLIES, S.D. ;  DORAI, H. ;  WESOLOWSKI, J. ;
MAJEAU, G. ;  YOUNG, D. ; BOYD, J. ;  GARDNER,
J. ;  JAMES, K.  Bio/Tech., 1989, vol. 7, 799-804
[0146] [0148]

• GONI, F. ; FRANGIONE, B.
Proc.Nat.Acad.Sci.USA, 1983, vol. 80, 4837-4841
[0146] [0148]

• GONI, F.R. ; CHEN, P.P. ; MCGINNIS, D. ; ARJO-
NILLA, M.L. ;  FERNANDEZ, J. ;  CARSON, D. ;
SOLOMON, A. ;  MENDEZ, E. ; FRANGIONE, B.
J.Immunol., 1989, vol. 142, 3158-3163 [0146]

• GORMAN. S.D. ;  CLARK, M.R. ;  ROULEDGE,
E.G. ; COBBOLD, S.P. ;  WALDMANN, H.
Proc.Natl.Acad.Sci.USA, 1991, vol. 88, 4181-4185
[0146]

• GOTTLIEB, P.D. ;  CUNNINGHAM, B.A. ;  RUT-
ISHAUSER, U. ;  EDELMAN, G.M.  Biochemistry,
1970, vol. 9, 3155-3161 [0146]

• GRIFFITHS, A.D. ;  MALMQVIST, M. ;  MARKS,
J.D. ;  BYE, J.M. ;  EMBLETON, M.J. ;  MCCAFFER-
TY, J. ;  BAIER, M. ;  HOLLIGER, K.P. ;  GORICK,
B.D. ;  HUGHES-JONES, N.C. Embo J., 1993, vol.
12, 725-734 [0146] [0147] [0148]

• HIETER, P.A. ;  MAX, E.E. ;  SEIDMAN, J.G. ;
MAIZEL, J.V., JR. ;  LEDER, P. Cell, 1980, vol. 22,
197-207 [0146]

• KLOBECK, H.G ;  MEINDL, A. ;  COMBRIATO, G. ;
SOLOMON, A. ;  ZACHAU, H.G.  Nucl.Acids Res.,
1985, vol. 13, 6499-6513 [0146] [0146]

• HILSCHMANN, N. ;  CRAIG, L.C.
Proc.Nat.Acad.Sci.USA, 1965, vol. 53, 1403-1409
[0146] [0146]

• HILSCHMANN, N.  Z.Pliysiol.Chem., 1967, vol. 348,
1077-1080 [0146]

• HILSCHMANN, N.  Z.Physiol.Chem., 1967, vol. 348,
1718-1722 [0146]

• HILSCHMANN, N.  Naturwissenschaften, 1969, vol.
56, 195-205 [0146]

• HIRABAYASHI, Y. ;  MUNAKATA, Y. ;  SASAKI, T. ;
SANO, H. Nucl.Acids Res., 1992, vol. 20, 2601
[0146] [0148]

• JAENICHEN, H.-R. ;  PECH, M. ; LINDENMAIER,
W. ; WILDGRUBER, N. ;  ZACHAU, H.G.  Nuc.Acids
Res., 1984, vol. 12, 5249-5263 [0146]

• JIRIK. F.R. ;  SORGE, J. ;  FONG, S. ; HEITZMANN,
J.G. ;  CURD, J.G. ;  CHEN, P.P. ; GOLDFIEN, R ;
CARSON, D.A.  Proc.Nat.Acad.Sci.USA, 1986, vol.
83, 2195-2199 [0146]

• KAPLAN, A.P. ;  METZGER, H. Biochemistry, 1969,
vol. 8, 3944-3951 [0146] [0146]

• KLAPPER, D.G. ;  CAPRA, J.D.  Ann.Immu-
nol.(Inst.Pasteur, 1976, vol. 127c, 261-271 [0146]
[0146]

• KENNEDY, M.A.  J.Exp.Med., 1991, vol. 173,
1033-1036 [0146]

• KIM, H.S. ;  DEUTSCH, H.F. Immunol., 1988, vol. 64,
573-579 [0146]

• KIPPS, T.J. ;  TOMHAVE, E. ;  CHEN, P.P. ; CAR-
SON, D.A. J.Exp.Med., 1988, vol. 167, 840-852
[0146]

• KIPPS, T.J. ;  TOMHAVE, E. ;  CHEN, P.P. ; FOX,
R.I. J.Immunol., 1989, vol. 142, 4261-4268 [0146]

• KLEIN, U. ;  KUPPERS, R. ;  RAJEWSKY, K.
Eur.J.Immunol., 1993, vol. 23, 3272-3277 [0146]

• KLOBECK, H.G. ;  BORNKAMMM, G.W. ;  COM-
BRIATO, G. ;  MOCIKAT. R. ;  POHLENZ, H.D. ;  ZA-
CHAU, H.G. Nucl.Acids Res., 1985, vol. 13,
6515-6529 [0146]

• KLOBECK, H.G. ;  COMBRIATO, G. ;  ZACHAU,
H.G. Nuc.Acids Res., 1984, vol. 12, 6995-7006
[0146]

• KLOBECK, H.G. ;  SOLOMON, A. ;  ZACHAU, H.G.
Nature, 1984, vol. 309, 73-76 [0146]

• KNIGHT, G.B. ;  AGNELLO, V. ;  BONAGURA, V. ;
BARNES, J.L. ;  PANKA, D.J. ;  ZHANG, Q-X.
J.Exp.Med., 1993, vol. 178, 1903-1911 [0146]

• KOHLER, H. ;  SHIMIZU, A. ;  PAUL, C. ;  PUTNAM,
F.W. Science, 1970, vol. 169, 56-59 [0146]

• KRATZIN, H. ;  YANG, C.Y. ;  KRUSCHE, J.U. ;
HILSCHMANN, N.  Z.Physiol.Chem., 1980, vol. 361,
1591-1598 [0146]

• KUNICKI, T.J. ;  ANNIS, D.S. ;  GORSKI, J. ;  NU-
GENT, D.J. J.Autoimmunity, 1991, vol. 4, 433-446
[0146] [0148]

• LARRICK, J.W. ;  WALLACE, E.F. ;  COLOMA,
M.J. ;  BRUDERER, U. ;  LANG, A.B. ;  FRY, K.E. Im-
munological Reviews, 1992, vol. 130, 69-85 [0146]
[0148]

• LAURE, C.J. ;  WATANABE, S. ;  HILSCHMANN, N.
Z.Physiol.Chem., 1973, vol. 354, 1503-1504 [0146]

• LEDFORD, D.K. ;  GONI, F. ; PIZZOLATO, M. ;
FRANKLIN, E.C. ;  SOLOMON, A. ;  FRANGIONE,
B. J.Immunol., 1983, vol. 131, 1322-1325 [0146]
[0146] [0146]

• PONS-ESTEL, B. ;  GONI, F. ; SOLOMON, A. ;
FRANGIONE, B.  J.Exp.Med., 1984, vol. 160, 893
[0146]

• LEVY. S. ;  MENDEL, E. ;  KON, S. ;  AVNUR, Z. ;
LEVY, R. J.Exp.Med., 1988, vol. 168, 475-489 [0146]

• LIEPNIEKS, J.J. ;  DWULET, F.E. ;  BENSON, M.D.
Mol.Immunol., 1990, vol. 27, 481-485 [0146]

• MANHEIMER-LORY, A. ;  KATZ, J.B. ;  PILL-
INGER, M. ; GHOSSEIN, C. ; SMITH, A. ;  DIA-
MOND, B. J.Exp.Med., 1991, vol. 174, 1639-1652
[0146]



EP 1 143 006 B1

442

• MANTOVANI, L. ;  WILDER, R.L. ;  CASALI, P.  J.In-
ununol., 1993, vol. 151, 473-488 [0146]

• MARIETTE, X. ;  TSAPIS, A. ;  BROUET, J.-C.
Eur.J.Immunol., 1993, vol. 23, 846-851 [0146]
[0148]

• MARKS, J.D. ;  HOOGENBOOM, H.R. ;  BONNERT,
T.P. ; MCCAFFERTY, J. ;  GRIFFITHS, A.D. ;  WIN-
TER. G. J.Mol.Biol., 1991, vol. 222, 581-597 [0146]

• MARSH, P. ;  MILLS, F. ;  GOULD, H. Nuc.Acids
Res., 1985, vol. 13, 6531-6544 [0146]

• MIDDAUGH, C.R. ;  LITMAN, G.W.  J.Biol.Chem.,
1987, vol. 262, 3671-3673 [0146]

• MILSTEIN, C. ;  DEVERSON, E.V. Biochem.J.,
1971, vol. 123, 945-958 [0146]

• MILSTEIN, C. Febs Letters, 1969, vol. 2, 301-304
[0146] [0146]

• MILSTEIN, C.P. ;  DEVERSON, E.V. Eur.J.Bio-
chem., 1974, vol. 49, 377-391 [0146]

• MORAN, M.J. ;  ANDRIS, J.S. ;  MATSUMATO,
Y.-I. ; CAPRA, J.D. ;  HERSH, E.M. Mol.Immunol.,
1993, vol. 30, 1543-1551 [0146] [0148]

• NAKATANI, T. ;  NOMURA, N. ;  HORIGOME, K. ;
OHTSUKA, H. ;  NOGUCHI, H. Bio/Tech., 1989, vol.
7, 805-810 [0146]

• NEWKIRK, M. ;  CHEN, P.P. ; CARSON, D. ;  POS-
NETT, D. ; CAPRA, J.D.  Mol.Inimunol., 1986, vol.
23, 239-244 [0146]

• NEWKIRK, M.M. ;  GRAM, H. ;  HEINRICH, G.F. ;
OSTBERG, L. ;  CAPRA, J.D. ;  WASSERMAN, R.L.
J.Clin.Invest., 1988, vol. 81, 1511-1518 [0146]
[0148]

• NEWKIRK, M.M. ;  MAGEED, R.A. ;  JEFFERIS, R. ;
CHEN, P.P. ; CAPRA, J.D.  J.Exp.Med., 1987, vol.
166, 550-564 [0146] [0148]

• OLEE, B.T. ;  LU, E.W. ;  HUANG, D.-F. ;  SOTO-GIL,
R.W. ; DEFTOS, M. ; KOZIN, F. ;  CARSON, D.A. ;
CHEN, P.P. J.Exp.Med., 1992, vol. 175, 831-842
[0146] [0147] [0148]

• PALIN, W. ;  HILSCHMANN, N.  Z.Physiol.Chem.,
1973, vol. 354, 1651-1654 [0146]

• Z.Physiol.Chem., 1975, vol. 354, 1651-1654 [0146]
• Z.Physiol.Chem., vol. 356, 167-191 [0146]
• PASCUAL, V. ;  VICTOR, K. ;  LELSZ, D. ;  SPELL-

ERBERG, M.B. ;  HAMBLIN, T.J. ;  THOMPSON,
K.M. ;  RANDEN, I. ;  NATVIG, J. ;  CAPRA, J.D. ;
STEVENSON, F.K. J.Immunol., 1991, vol. 146,
4385-4391 [0146] [0148]

• PASCUAL, V. ;  VICTOR, K. ;  RANDEN, I. ;
THOMPSON, K. ;  STEINITZ, M. ; FORRE, O. ; FU,
S.-M. ; NATVIG, J.B. ;  CAPRA, J.D.  Scand.J.Immu-
nol., 1992, vol. 36, 349-362 [0146] [0147]

• PECH, M. ; ZACHAU, H.G.  Nuc.Acids Res., 1984,
vol. 12, 9229-9236 [0146] [0149]

• PECH, M. ; JAENICHEN, H.-R. ;  POHLENZ, H.-D. ;
NEUMAIER, P.S. ;  KLOBECK, H.-G. ;  ZACHAU,
H.G. J.Mol.Biol., 1984, vol. 176, 189-204 [0146]
[0149]

• PONS-ESTEL, B. ;  GONI, F. ; SOLOMON, A. ;
FRANGIONE, B.  J.Exp.Med., 1984, vol. 160,
893-904 [0146]

• PORTOLANO, S. ;  MCLACHLAN, S.M. ;  RAP-
OPORT, B. J.Immunol., 1993, vol. 151, 2839-2851
[0146]

• PORTOLANO, S. ;  SETO, P. ; CHAZENBALK,
G.D. ; NAGAYAMA, Y. ;  MCLACHLAN, S.M. ;  RA-
POPORT, B. Biochem.Biophys.Res.Commun.,
1991, vol. 179, 372-377 [0146] [0148]

• PRATT, L.F. ;  RASSENTI, L. ;  LARRICK, J. ;  ROB-
BINS, B. ;  BANKS, P.M. ;  KIPPS, T.J.  J.Immunol.,
1989, vol. 143, 699-705 [0146]

• PRELLI, F. ;  TUMMOLO, D. ;  SOLOMON, A. ;
FRANGIONE, B.  J.Immunol., 1986, vol. 136,
4169-4173 [0146]

• PUTNAM, F.W. ;  WHITLEY, E.J., JR. ;  PAUL, C. ;
DAVIDSON, J.N.  Biochemistry, 1973, vol. 12,
3763-3780 [0146]

• RANDEN, I. ;  PASCUAL, V. ;  VICTOR, K. ;
THOMPSON, K.M. ;  FORRE, O. ; CAPRA, J.D. ;
NATVIG, J.B.  Eur.J.Lnmunol., 1993, vol. 23,
1220-1225 [0146]

• RASSENTI, L.Z. ;  PRATT, L.F. ;  CHEN, P.P. ; CAR-
SON, D.A. ;  KIPPS, T.J.  J.Immunol., 1991, vol. 147,
1060-1066 [0146]

• REIDL, L.S. ;  FRIEDMAN. D.F. ;  GOLDMAN, J. ;
HARDY, RR. ;  JEFFERIES, L.C. ;  SILBERSTEIN,
L.E. J.Immunol., 1991, vol. 147, 3623-3631 [0146]

• RIECHMANN, L. ;  CLARK, M. ;  WALDMANN, H. ;
WINTER, G. Nature, 1988, vol. 332, 323-327 [0146]

• RIESEN, W. ; RUDIKOFF, S. ;  ORIOL, R. ;  POT-
TER, M. Biochemistry, 1975, vol. 14, 1052-1057
[0146]

• RIESEN, W.F. ; BRAUN, D.G. ;  JATON, J.C.
Proc.Nat.Acad.Sci.USA, 1976, vol. 73, 2096-2100
[0146]

• RIESEN, W.F. ; JATON, J.C.  Biochemistry, 1976,
vol. 15, 3829 [0146]

• RODILLA SALA, E. ;  KRATZIN, D.H. ;  PICK, A.I. ;
HILSCHMANN, N.  Amyloid And Amyloidosis. Kluwer
Academic, 1990 [0146]

• SCHIECHL, H. ;  HILSCHMANN, N.  Z.Physi-
ol.Chem., 1971, vol. 352, 111-115 [0146]

• Z.Physiol.Chem., 1972, vol. 353, 345-370 [0146]
• SCHNEIDER, M. ; HILSCHMANN, N.  Z.Physi-

ol.Chem., 1974, vol. 355, 1164-1168 [0146]
• SHEARMAN, C.W. ;  POLLOCK, D. ;  WHITE, G. ;

HEHIR, K. ;  MOORE, G.P. ; KANZY, E.J. ;  KURR-
LE, R. J.Immunol., 1991, vol. 147, 4366-4373 [0146]

• SHINODA, T. J.Biochem., 1973, vol. 73, 433-446
[0146]

• SHINODA, T. J.Biochein., 1975, vol. 77, 1277-1296
[0146]

• SHINODA, T. ;  TAKENAWA, T. ;  HOSHI, A. ;
ISOBE, T. Amyloid And Amyloidosis. Kluwer Aca-
demic Publishers, 1990, 157 [0146]



EP 1 143 006 B1

443

• SILBERSTEIN, L.E. ;  LITWIN, S. ;  CARMACK. C.E.
J.Exp.Med., 1989, vol. 169, 1631-1643 [0146]

• SIMS, M.J. ;  HASSAL, D.G. ;  BRETT, S. ;  ROWAN,
W. ; LOCKYER, M.J. ;  ANGEL, A. ;  LEWIS, A.P. ;
HALE, G. ;  WALDMANN, H. ;  CROWE, J.S. J.Im-
munol., 1993, vol. 151, 2296-2308 [0146]

• SPATZ, L.A. ;  WONG, K.K. ;  WILLIAMS, M. ;  DE-
SAI, R. ;  GOLIER, J. ;  BERMAN, J.E. ;  ALT, F.W. ;
LATOV, N.  J.Immunol., 1990, vol. 144, 2821-2828
[0146] [0148]

• STAVNEZER, J. ;  KEKISH, O. ;  BATTER, D. ;
GRENIER, J. ;  BALAZS, I. ;  HENDERSON, E. ;
ZEGERS, B.J.M.  Nucl.Acids Res., 1985, vol. 13,
3495-3514 [0146] [0149]

• STRAUBINGER, B. ;  THIEBE, R. ;  PECH, M. ; ZA-
CHAU, H.G. Gene, 1988, vol. 69, 209-214 [0146]

• SUTER, L. ;  BARNIKOL, H.U. ;  WATANABE, S. ;
HILSCHMANN, N.  Z.Physiol.Chem., 1969, vol. 350,
275-278 [0146]

• Z.Physiol.Chem., 1972, vol. 353, 189-208 [0146]
• TEMPEST, P.R. ; BREMNER, P. ;  LAMBERT, M. ;

TAYLOR, G. ;  FURZE, J.M. ;  CARR, F.J. ;  HARRIS,
W.J. Bio/Tech., 1991, vol. 9, 266-271 [0146]

• TITANI, K. ;  SHINODA, T. ;  PUTNAM, F.W. J.Bi-
ol.Chem., 1969, vol. 244, 3550-3560 [0146]

• TOFT, K.G. ;  OLSTAD, O.K. ;  SLETTEN, K. ;
WESTERMARK, P.  Amyloid And Amyloidosis. Klu-
wer Academic, 1990 [0146]

• VAN ES, J.H. ;  AANSTOOT, H. ;  GINELIG-MEY-
LING, F.H.J. ;  DERKSEN, R.H.W.M. ;  LOGTEN-
BERG, T. J.Immunol., 1992, vol. 149, 2234-2240
[0146]

• VICTOR, K.D. ;  PASCUAL, V. ;  LEFVERT, A.K. ;
CAPRA, J.D.  Mol.Immunol., 1992, vol. 29,
1501-1506 [0146] [0148]

• VICTOR, K.D. ;  PASCUAL, V. ;  WILLIAMS, C.L. ;
LENNON, V.A. ;  CAPRA, J.D.  Eur.J.Immunol.,
1992, vol. 22, 2231-2236 [0146] [0148]

• VICTOR, K.D. ;  RANDEN, I. ;  THOMPSON, K. ;
FORRE, O. ; NATVIG, J.B. ;  FU, S.M. ; CAPRA,
J.D. J.Clin.Invest., 1991, vol. 87, 1603-1613 [0146]
[0147]

• WAGNER, S.D. ;  LUZZATTO, L.  Eur.J.Immunol.,
1993, vol. 23, 391-397 [0146]

• WATANABE, S. ;  HILSCHMANN, N.  Z.Physi-
ol.Chem., 1970, vol. 351, 1291-1295 [0146]

• WEISBART, R.H. ;  WONG, A.L. ;  NORITAKE, D. ;
KACENA, A. ;  CHAN, G. ;  RULAND, C. ;  CHIN, E. ;
CHEN, I.S.Y. ; ROSENBLATT, J.D.  J.Immunol.,
1991, vol. 147, 2795-2801 [0146]

• WENG, N.-P. ; YU-LEE, L.-Y. ;  SANZ, I. ;  PATTEN,
B.M. ;  MARCUS, D.M. J.Immunol., 1992, vol. 149,
2518-2529 [0146] [0147]

• WINKLER, T.H. ;  FEHR, H. ; KALDEN, J.R.
Eur.J.Immunol., 1992, vol. 22, 1719-1728 [0146]
[0147] [0148] [0151]

• ALEXANDRE, D. ;  CHUCHANA, P. ;  BROCKLY,
F. ; BLANCHER, A. ;  LEFRANC, G. ;  LEFRANC,
M.-P. Nuc.Acids Res., 1989, vol. 17, 3975 [0147]

• ANDERSON, M.L.M. ;  BROWN, L. ;  MCKENZIE,
E. ; KELLOW, J.E. ;  YOUNG, B.D. Nuc.Acids Res.,
1985, vol. 13, 2931-2941 [0147]

• ANDRIS, J.S. ;  BRODEUR, B.R. ;  CAPRA, J.D.
Mol.Immunol., 1993, vol. 30, 1601-1616 [0147]
[0148]

• BACZKO, K. ;  BRAUN, D.G. ;  HESS, M. ; HILS-
CHMANN, N. Z.Physiol.Chem., 1970, vol. 351,
763-767 [0147]

• BACZKO, K. ;  BRAUN, D.G. ;  HILSCHMANN, N.
Z.Physiol.Chem., 1974, vol. 355, 131-154 [0147]

• BERINSTEIN, N. ;  LEVY, S. ;  LEVY, R. Science,
1989, vol. 244, 337-339 [0147]

• CAIRNS, E. ;  KWONG, P.C. ;  MISENER, V. ; IP, P. ;
BELL, D.A. ;  SIMINOVITCH, K.A.  J.Immunol., 1989,
vol. 143, 685-691 [0147] [0148]

• CARROLL, W.L. ;  YU, M. ; LINK, M.P. ;  KORS-
MEYER, S.J. J.Immunol., 1989, vol. 143, 692-698
[0147] [0148]

• CHEN, B.L. ;  POLJAK, R.J.  Biochemistry, 1974, vol.
13, 1295-1302 [0147]

• CHEN, B.L. ;  CHIU, Y.Y.H. ; HUMPHREY, R.L. ;
POLJAK, R.J.  Biochim.Biophys.Acta, 1978, vol.
537, 9-21 [0147]

• COMBRIATO, G. ;  KLOBECK, H.G.  Eur.J.Immu-
nol., 1991, vol. 21, 1513-1522 [0147] [0150]

• DWULET, F.E. ;  STRAKO, K. ;  BENSON, M.D.
Scand.J.Immunol., 1985, vol. 22, 653-660 [0147]

• ELAHNA, P. ;  LIVNEH, A. ;  MANHEIMER-LORY,
A.J. ;  DIAMOND, B.  J.Immunol., 1991, vol. 147,
2771-2776 [0147]

• ENGELHARD, M. ;  HESS, M. ; HILSCHMANN, N.
Z.Physiol.Chem., 1974, vol. 355, 85-88 [0147]

• ENGELHARD, M. ;  HILSCHMANN, N.  Z.Physi-
ol.Chem., 1975, vol. 356, 1413-1444 [0147]

• EULITZ, M. Eur.J.Biochem., 1974, vol. 50, 49-69
[0147]

• EULITZ, M. ;  BREUER, M. ;  LINKE, R.P.  Bi-
ol.Che.Hoppe-Seyler, 1987, vol. 368, 863-870
[0147]

• EULITZ, M. ;  MURPHY, C. ; WEISS, D.T. ; SOLO-
MON, A. J.Immunol., 1991, vol. 146, 3091-3096
[0147]

• FETT, J.W. ;  DEUTSCH, H.F. Biochemistry, 1974,
vol. 13, 4102-4114 [0147]

• FETT, J.W. ;  DEUTSCH, H.F. Immunochem., 1976,
vol. 13, 149-155 [0147]

• JABUSCH, J.R. ;  DEUTSCH, H.F. Mol.Immunol.,
1982, vol. 19, 901-906 [0147]

• FUREY, W. JR. ;  WANG, B.C. ;  YOO, C.S. ; SAX,
M. J.Mol.Biol., 1983, vol. 167, 661-692 [0147]

• FYKSE, E.-M. ;  SLETTEN, K. ;  HUSBY, G. ;  CORN-
WELL, G.G., III.  Biochem.J., 1988, vol. 256, 973-980
[0147]



EP 1 143 006 B1

444

• GARVER, F.A. ;  HILSCHMANN, N.  Febs Letters,
1971, vol. 16, 128-132 [0147]

• Eur.J.Biochem., 1972, vol. 26, 10-32 [0147]
• GAWINOWICZ, M.A. ;  MERLINI, G. ;  BIRKEN, S. ;

OSSERMAN, E.F. ;  KABAT, E.A.  J.Immunol., 1991,
vol. 147, 915-920 [0147] [0148]

• GHISO, J. ;  SOLOMON, A. ;  FRANGIONE, B.  J.Im-
munol., 1986, vol. 136, 716-719 [0147]

• GULLASKEN, N. ;  IDSO, H. ; NILSEN, R. ;  SLET-
TEN, K. ;  HUSBY, G. ;  CORNWELL, G.G.  Amyloid
And Amyloidosis. Kluwer Academic, 1990 [0147]

• HARINDRANATH, N. ;  GOLDFARB, I.S. ;  IKE-
MATSU, H. ;  BURASTERO, S.E. ;  WILDER, R.L. ;
NOTKINS, A.L. ;  CASALI, P.  Int.Immunol., 1991,
vol. 3, 865-875 [0147] [0148]

• HOLM, E. ;  SLETTEN, K. ;  HUSBY, G. Biochem.J.,
1986, vol. 239, 545-551 [0147]

• HUGHES-JONES, N.C. ;  BYE, J.M. ;  BEALE, D. ;
COADWELL, J.  Biochem.J., 1990, vol. 268, 135-140
[0147] [0148]

• KAMETANI, F. ;  YOSHIMURA, K. ;  TONOIKE, H. ;
HOSHI, A. ;  SHINODA, T. ;  ISOBE, T. Biochem.Bi-
ophys.Res.Commun., 1985, vol. 126, 848-852
[0147]

• KIEFER, C.R. ;  MCGUIRE, B.S., JR. ;  OSSERMAN,
E.F. ; GARVER, F.A.  J.Immunol., 1983, vol. 131,
1871-1875 [0147]

• KIEFER, C.R. ;  PATTON, H.M., JR. ;  MCQUIRE,
B.S., JR. ;  GARVER, F.A.  J.Immunol., 1984, vol.
124, 301-306 [0147]

• KISHIMOTO, T. ;  OKAJIMA, H. ;  OKUMOTO, T. ;
TANIGUCHI, M. Nud.Acids Res., 1989, vol. 17, 4385
[0147]

• KLAFKI, H.-W. ;  KRATZIN, H.D. ;  PICK, A.I. ;  ECK-
ART, K. ;  HILSCHMANN, N.  Amyloid And Amyloido-
sis. Kluwer Academic, 1990 [0147]

• KOHLER, H. ;  RUDOFSKY, S. ;  KLUSKENS, L.
J.Irmnunology, 1975, vol. 114, 415-421 [0147]

• KOJIMA, M. ;  ODANI, S. ;  IKENAKA, T.  Mol.Immu-
nol., 1980, vol. 17, 1407-1414 [0147]

• KOMORI, S. ;  YAMASAKI, N. ;  SHIGETA, M. ;  ISO-
JIMA, S. ;  WATANABE, T.  Clin.Exp.immunol.,
1988, vol. 71, 508-516 [0147]

• KRATZIN, H.D. ;  PALM, W. ;  STANGEL, M. ;
SCHMIDT, W.E. ; FRIEDRICH, J. ;  HILSCHMANN,
N. Biol.Cheni.Hoppe-Seyler, 1989, vol. 370, 263-272
[0147]

• KRATZIN, H.D. ;  PICK, A.I. ;  STANGEL, M. ;  HILS-
CHMANN, N. Amyloid And Amyloidosis. Kluwer Ac-
ademic Publishers, 1990, 181 [0147]

• LANGER, B. ;  STEINMETZ-KAYNE, M. ;  HILS-
CHMANN, N. Z.Physiol.Chem., 1968, vol. 349,
945-951 [0147]

• LARRICK, J.W. ;  DANIELSSON, L. ;  BRENNER,
C.A. ;  WALLACE, E.F. ;  ABRAHAMSON, M. ;  FRY,
K.E. ;  BORREBAECK, C.A.K.  Bio/Tech., 1989, vol.
7, 934-938 [0147]

• LEVY, S. ;  MENDEL, E. ;  KON, S. ;  AVNUR, Z. ;
LEVY, R. J.Exp.Med., 1988, vol. 168, 475-489 [0147]

• LEWIS, A.P. ;  LEMON, S.M. ;  BARBER, K.A. ;
MURPHY, P. ; PARRY, N.R. ;  PEAKMAN, T.C. ;
SIMS, M.J. ;  WORDEN, J. ;  CROWE, J.S. J.Immu-
nol., 1993, vol. 151, 2829-2838 [0147] [0148]

• LIU. V.Y.S. ;  LOW, T.L.K. ;  INFANTE, A. ;
PUTNAM, F.W. Science, 1976, vol. 193, 1017-1020
[0147]

• INFANTE. A. ;  PUTNAM, F.W. J.Biol.Chem., 1979,
vol. 254, 9006-9016 [0147]

• LOPEZ DE CASTRO, J.A. ;  CHIU, Y.Y.H. ; POL-
JAK, R.J.  Biochemistry, 1978, vol. 17, 1718-1723
[0147]

• MANTOVANI, L. ;  WILDER, R.L. ;  CASALI, P.  J.Im-
munol., 1993, vol. 151, 473-488 [0147] [0148]

• MARKS, J.D. ;  HOOGENBOOM, H.R. ;  BONNERT,
T.P. ; MCCAFFERTY, J. ;  GRIFFITHS, A.D. ;  WIN-
TER, G. J.Mol.Biol., 1991, vol. 222, 581-597 [0147]
[0148]

• MIHAESCO, E. ;  ROY, J.-P. ;  CONGY, N. ; PER-
AN-RIVAT, L. ;  MIHAESCO, C. Eur.J.Biochem.,
1985, vol. 150, 349-357 [0147]

• MILSTEIN, C. ;  CLEGG, J.B. ;  JARVIS, J.M.  Biocli-
em.J., 1968, vol. 110, 631-652 [0147]

• MORAN. M.J. ;  ANDRIS, J.S. ;  MATSUMATO,
Y.-I. ; CAPRA, J.D. ;  HERSH, E.M. Mol.Immunol.,
1993, vol. 30, 1543-1551 [0147]

• NABESHIMA, Y. ;  IKENAKA, T.  Mol.Immunol.,
1979, vol. 16, 439-444 [0147]

• PAUL, E. ;  ILIEV, A.A. ;  LIVNEH, A. ;  DIAMOND,
B. J.Immunol., 1992, vol. 149, 3588-3595 [0147]

• PICK, A.I. ;  KRATZIN, H.D. ;  BAMIKOL-WATAN-
ABE, S. ;  HILSCHMANN, N.  Amyloid And Amyloido-
sis. Kluwer Academic, 1990 [0147]

• PONSTINGL, H. ;  HILSCHMANN, N.  Z.Phys-
ioi.Chem., 1969, vol. 350, 1148-1152 [0147]

• Z.Physiol.Chem., 1971, vol. 352, 859-877 [0147]
• PONSTINGL, H. ;  HESS, M. ; HILSCHMANN, N.

Z.Physiol.Chem., 1968, vol. 349, 867-871 [0147]
• Z.Physiol.Chem., 1971, vol. 352, 247-266 [0147]
• RANDEN, L ;  PASCUAL, V. ;  VICTOR, K. ;

THOMPSON, K.M. ;  FORRE, O. ; CAPRA, J.D. ;
NATVIG. J.B.  Eur.J.Immunol., 1993, vol. 23,
1220-1225 [0147]

• SCHOLZ, R. ;  HILSCHMANN, N.  Z.Physiol.Chem.,
1975, vol. 356, 1333-1335 [0147]

• SETTMACHER, U. ;  JAHN, S. ;  SIEGEL, P. ;  VON
BAEHR, R. ;  HANSEN, A.  Mol.Immunol., 1993, vol.
30, 953-954 [0147]

• SHINODA, T. ;  TITANI, K. ;  PUTNAM, F.W. J.Bi-
ol.Chem., 1970, vol. 245, 4475-4487 [0147]

• SLETTEN, K. ;  HUSBY, G. ;  NATVIG, J.B.
Scand.J.Immunol., 1974, vol. 3, 833-836 [0147]

• SLETTEN, K. ;  NATVIG, J.B. ;  HUSBY, G. ;  JUUL,
J. Biochem.J., 1981, vol. 195, 561-572 [0147]

• SOLOMON, A. ;  FRANGIONE, B. ;  FRANKLIN,
E.C. J.Clin.invest., 1982, vol. 70, 453-460 [0147]



EP 1 143 006 B1

445

• FRANGIONE, B. ;  MOLOSHOK, T. ;  SOLOMON, A.
J.Immunol., 1983, vol. 131, 2490-2493 [0147]

• TAKAHASHI, N. ;  TAKAYASU, T. ;  ISOBE, T. ;
SHINODA, T. ;  OKUYAMA, T. ;  SHIMIZU, A. J.Bio-
chem., 1979, vol. 86, 1523-1535 [0147]

• TAKAHASHI, N. ;  TAKAYASU, T. ;  SHINODA, T. ;
ITO, S. ; OKUYAMA, T. ;  SHIMIZU, A. Biomed.Res.,
1980, vol. 1, 321-333 [0147]

• TAKAHASHI, Y. ;  TAKAHASHI, N. ;  TETAERT, D ;
PUTNAM, F.W. Proc.Nat.Acad.Sci.USA, 1983, vol.
80, 3686-3690 [0147]

• TAKAYASU, T. ;  TAKAHASHI, N. ;  SHINODA, T. ;
OKUYAMA, T. ;  TOMIOKA, H.  J.Biochem., 1980,
vol. 89, 421-436 [0147]

• TITANI. K. ;  WIKLER, M. ;  SHINODA, T. ;
PUTNAM, F.W. J. Biol.Chem., 1970, vol. 245,
2171-2176 [0147]

• TOFT, K.G. ;  SLETTEN, K. ;  HUSBY, G. Biol.Cli-
em.Hoppe-Seyler., 1985, vol. 366, 617-625 [0147]

• TONOIKE, H. ;  KAMETANI, F. ;  HOSHI, A. ;  SHIN-
ODA, T. ;  ISOBE, T. Biochem.Biophys.Res.Com-
mun., 1985, vol. 126, 1228-1234 [0147]

• TONOIKE, H. ;  KAMETANI, F. ;  HOSHI, A. ;  SHIN-
ODA, T. ;  ISOBE, T. Febs Letters, 1985, vol. 185,
139-141 [0147]

• TSUJIMOTO, Y. ;  CROCE, C.M. Nucl.Acids Res.,
1984, vol. 12, 8407-8414 [0147]

• TSUNETSUGU-YOKOTA, Y. ;  MINEKAWA, T. ;
SHIGEMOTO, K. ;  SHIRASAWA, T. ;  TAKEMORI,
T. Mol.Immunol., 1992, vol. 29, 723-728 [0147]

• TVETERAAS, T. ;  SLETTEN, K. ;  WESTERMARK,
P. Biochem.J., 1985, vol. 232, 183-190 [0147]

• VASICEK, T.J. ;  LEDER, P. J.Exp.Med., 1990, vol.
172, 609-620 [0147]

• WIKLER, M. ;  PUTNAM, F.W. J.Biol.Chem., 1970,
vol. 245, 4488-4507 [0147]

• YAGO, K. ;  ZENITA, K. ;  OHWAKI, I. ;  HARADA,
Y. ; NOZAWA, S. ;  TSUKAZAKI, K. ;  IWAMORI,
M. ; ENDO, N. ; YASUDA, N. ;  OKUMA, M.  MoLIm-
munol., 1993, vol. 30, 1481-1489 [0147]

• YAMASAKI, N. ;  KOMORI, S. ;  WATANABE, T.
Mol.Immunol., 1987, vol. 24, 981-985 [0147]

• ZHU, D. ; KIM, H.S. ;  DEUTSCH, H.F. Mol.Immu-
nol., 1983, vol. 20, 1107-1116 [0147]

• ZHU. D. ; ZHANG, H. ;  ZHU, N. ; LUO, X. Scientia
Sinica, 1986, vol. 29, 746-755 [0147]

• ADDERSON, E.E. ;  AZMI, F.H. ;  WILSON, P.M. ;
SHACKELFORD, P.G. ;  CARROLL, W.L.  J.Immu-
nol., 1993, vol. 151, 800-809 [0148] [0151]

• ADDERSON, E.E. ;  SHACKELFORD, P.G. ;
QUINN, A. ;  CARROLL, W.L.  J.Immunol., 1991, vol.
147, 1667-1674 [0148]

• AKAHORI, Y. ;  KUROSAWA, Y. ;  KAMACHI, Y. ;
TORII, S. ; MATSUOKA, H.  J.Clin.Invest., 1990, vol.
85, 1722-1727 [0148]

• ANDRIS, J.S. ;  EHRLICH, P.H. ;  OSTBERG. L. ;
CAPRA, J.D.  J.Immunol., 1992, vol. 149, 4053-4059
[0148]

• ANDRIS, J.S. ;  JOHNSON, S. ;  ZOLLA-PAZNER.
S. ; CAPRA, J.D.  Proc.Natl.Acad.Sci.USA, 1991,
vol. 88, 7783-7787 [0148]

• ANKER, R. ;  CONLEY, M.E. ;  POLLOK, B.A.
J.Exp.Med., 1989, vol. 169, 2109-2119 [0148]

• BAKKUS, M.H.C. ;  HEIRMAN, C. ;  VAN RIET, I. ;
VAN CAMP, B. ;  THIELEMANS, K.  Blood, 1992, vol.
80, 2326-2335 [0148]

• BARBAS, C.F., III ;  COLLET, T.A. ;  AMBERG, W. ;
ROBEN, P. ;  BINLEY, J.M. ;  HOEKSTRA, D. ;
CABABA, D. ;  JONES, T.M. ;  WILLIAMSON, R.A. ;
PILKINGTON, G.R.  J.Mol.Biol., 1993, vol. 230,
812-823 [0148]

• BERMAN, J.E. ;  HUMPHRIES, C.G. ; BARTH, J. ;
ALT, F.W. ;  TUCKER, P.W. J.Exp.Med., 1991, vol.
173, 1529-1535 [0148]

• BERMAN, J.E. ;  MELLIS, S.J. ;  POLLOCK. R. ;
SMITH, C.L. ;  SUH, H. ; HEINKE, B. ;  KOWAL, C. ;
SURTI, U. ; CHESS, L. ;  CANTOR, C.R. Embo J.,
1988, vol. 7, 727-738 [0148]

• BHAT, N.M. ;  BIEBER, M.M. ;  CHAPMAN, C.J. ;
STEVENSON, F.K. ;  TENG. N.N.H. J.Immunol.,
1993, vol. 151, 5011-5021 [0148]

• BIRD, J. ;  GALILI, N. ;  LINK, M. ;  STITES, D. ;
SKLAR, J.  J.Exp.Med., 1988, vol. 168, 229-245
[0148]

• CAI, J. ;  HUMPHRIES, C. ; RICHARDSON, A. ;
TUCKER, P.W. J.Exp.Med., 1992, vol. 176,
1073-1081 [0148]

• CAPRA, J.D. ;  HOPPER, J.E. Immunochemistry,
1976, vol. 13, 995-999 [0148]

• HOPPER, J.E. ;  NOYES, C. ; HEINRIKSON, R. ;
KESSEL, J.W.  J.Immunol., 1976, vol. 116, 743-746
[0148]

• CAPRA, J.D. ;  KEHOE, J.M.
Proc.Nat.Acad.Sci.USA, 1974, vol. 71, 845-848
[0148]

• CHEN, P.P. ; LIU, M.-F. ;  GLASS, C.A. ;  SINHA, S. ;
KIPPS, T.J. ;  CARSON, D.A.  Arthritis & Rheuma-
tism, 1989, vol. 32, 72-76 [0148] [0151]

• KIPPS, T.J. ;  TOMHAVE, E. ;  PRATT, L.F. ;
DUFFY, S. ; CHEN, P.P. ; CARSON. D.A.
Proc.Natl.Acad.Sci.USA, 1989, vol. 86, 5913-5917
[0148]

• CHIU, Y.Y.H. ; LOPEZ DE CASTRO, J.A. ;  POL-
JAK, R.J.  Biochemistry, 1979, vol. 18, 553-560
[0148]

• CLEARY, M.L. ;  MEEKER, T.C. ;  LEVY, S. ;  LEE,
E. ; TRELA, M. ;  SKLAR, J. ;  LEVY, R. Cell, 1986,
vol. 44, 97-106 [0148]

• CUISINIER, A.-M. ;  GAUTHIER, L. ;  BOUBLI, L. ;
FOUGEREAU, M. ;  TONNELLE, C.  Eur.J.Immunol.,
1993, vol. 23, 110-118 [0148]

• CUNNINGHAM. B.A. ;  GOTTLIEB.P.D. ;  PFLUMM,
M.N. ; EDELMAN, G.M.  Progress In Immunology.
Academic Press, 1971, 3-24 [0148]



EP 1 143 006 B1

446

• CUNNINGHAM, B.A. ;  RUTISHAUSER, U. ;  GALL,
W.E. ; GOTTLIEB, P.D. ;  WAXDAL, M.J. ;  EDEL-
MAN, G.M. Biochemistry, 1970, vol. 9, 3161-3170
[0148]

• DEANE, M. ;  NORTON, J.D. Eur.J.Immunol., 1990,
vol. 20, 2209-2217 [0148]

• DERSIMONIAN, H. ;  SCHWARTZ, R.S. ;  BAR-
RETT, K.J. ;  STOLLAR, B.D.  J.Immunol., 1987, vol.
139, 2496-2501 [0148] [0148]

• CHEN, P.P. ; LIU, M.-F. ;  SINHA, S. ;  CARSON,
D.A. Arth.Rheum., 1988, vol. 31, 1429-1431 [0148]
[0148] [0151]

• DESAI, R. ;  SPATZ, L. ;  MATSUDA, T. ;  ILYAS,
A.A. ;  BERMAN, J.E. ;  ALT, F.W. ;  KABAT, E.A. ;
LATOV, N.  J.Neuroimmunol., 1990, vol. 26, 35-41
[0148]

• EZAKI, I. ;  KANDA, H. ;  SAKAI, K. ;  FUKUI, N. ;
SHINGU, M. ; NOBUNAGA, M. ;  WATANABE, T.
Arthritis And Rheumatism., 1991, vol. 34, 343-350
[0148]

• FLORENT, G. ;  LEHMAN, D. ;  PUTNAM, F.W. Bio-
chemistry, 1974, vol. 13, 2482-2498 [0148] [0148]

• FRIEDLANDER, R.M. ;  NUSSENZWEIG, M.C. ;
LEDER, P. Nucl.Acids Res., 1990, vol. 18, 4278
[0148]

• GORMAN, S.D. ;  CLARK, M.R. ;  ROUTLEDGE,
E.G. ; COBBOLD, S.P. ;  WALDMANN, H.
Proc.Natl.Acad.Sci., 1991, vol. 88, 4181-4185 [0148]

• GRILLOT-COURVALIN, C. ;  BROUET, J.-C. ;
PILLER, F. ;  RASSENTI, L.Z. ;  LABAUME, S. ;  SIL-
VERMAN, G.J. ;  SILBERSTEIN, L. ;  KIPPS, T.J.
Eur.J.Immunol., 1992, vol. 22, 1781-1788 [0148]

• GUILLAUME, T. ;  RUBINSTEIN, D.B. ;  YOUNG,
F. ; TUCKER, L. ;  LOGTENBERG, T. ;
SCHWARTZ, R.S. ;  BARRETT, K.L.  J.Immunol.,
1990, vol. 145, 1934-1945 [0148]

• HILLSON, J.L. ;  OPPLIGER, I.R. ;  SASSO, E.H. ;
MILNER, E.C.B. ;  WENER, M.H. J.Immunol., 1992,
vol. 149, 3741-3752 [0148]

• HOCH, S. ; SCHWABER, J.  J.Immunol., 1987, vol.
139, 1689-1693 [0148]

• HUANG, C. ;  STEWART, A.K. ;  SCHWARTZ, R.S. ;
STOLLAR, B.D.  J.Clin.Invest., 1992, vol. 89,
1331-1343 [0148]

• IKEMATSU, H. ;  HARINDRANATH, N. ;  UEKI, Y. ;
NOTKINS, A.L. ;  CASALI, P.  J.Immunol., 1993, vol.
150, 1325-1337 [0148]

• IKEMATSU, H. ;  KASAIAN, M.T. ;  SCHETTINO,
E.W. ; CASALI, P.  J.Immunol., 1993, vol. 151,
3604-3616 [0148]

• KELLY, P.J. ;  PASCUAL, V. ;  CAPRA, J.D. ;  LIP-
SKY, P.E. J.Immunol., 1992, vol. 148, 1294-1301
[0148]

• KIPPS, T.J. ;  DUFFY, S.F. J.Clin.Invest., 1991, vol.
87, 2087-2096 [0148]

• KIPPS, T.J. ;  TOMHAVE, E. ;  PRATT, L.F. ;
DUFFY, S. ; CHEN, P.P. ; CARSON, D.A.
Proc.Natl.Acad.Sci.USA, 1989, vol. 86, 5913-5917
[0148]

• KISHIMOTO, T. ;  OKAJIMA, H. ;  OKUMOTO, T. ;
TANIGUCHI, M. Nucl.Acids Res., 1989, vol. 17, 4385
[0148]

• KNIGHT, G.B. ;  AGNELLO, V. ;  BONAGURA, V. ;
BARNES, J.L. ;  PANKA, D.J. ;  ZHANG, Q.-X.
J.Exp.Med., 1993, vol. 178, 1903-1911 [0148]

• KOHLER, H. ;  SHIMIZU, A. ;  PAUL, C. ;  MOORE,
V. ; PUTNAM, F.W. Nature, 1970, vol. 227,
1318-1320 [0148]

• KOMORI, S. ;  YAMASAKI, N. ;  SHIGETA, M. ;  ISO-
JIMA, S. ;  WATANABE, T.  Clin.Exp.Immunol.,
1988, vol. 71, 508-516 [0148]

• KON. S. ;  LEVY, S. ;  LEVY, R.
Proc.Natl.Acad.Sci.USA, 1987, vol. 84, 5053-5057
[0148]

• KRATZIN, H. ;  ALTEVOGT, P. ;  RUBAN, E. ;  KO-
RTT, A. ;  STAROSCIK, K. ;  HILSCHMANN, N.
Z.Physiol.Chem., 1975, vol. 356, 1337-1342 [0148]

• KRATZIN, H. ;  ALTEVOGT, P. ;  KORTT, A. ;  RU-
BAN, E. ;  HILSCHMANN, N.  Z.Physiol.Chem.,
1978, vol. 359, 1717-1745 [0148]

• KUDO, A. ;  ISHIHARA, T. ;  NISHIMURA, Y. ;  WA-
TANABE, T.  Gene, 1985, vol. 33, 181-189 [0148]

• LEHMAN, D.W. ;  PUTNAM, F.W.
Proc.Nat.Acad.Sci.USA, 1980, vol. 77, 3239-3243
[0148]

• LIU, V.Y.S. ;  LOW, T.L.K. ;  INFANTE, A. ;
PUTNAM, F.W. Science, 1976, vol. 193, 1017-1020
[0148]

• LOGTENBERG, T. ;  YOUNG, F.M. ; VAN ES, J. ;
GMELIG-MEYLING, F.H.J. ;  BERMAN, J.E. ;  ALT,
F.W. J. Autoimmunity, 1989, vol. 2, 203-213 [0148]

• LOGTENBERG, T. ;  YOUNG, F.M. ; VAN ES, J.H. ;
GNIELIG-MEYLING, F.H.J. ;  ALT, F.W.
J.Exp.Med., 1989, vol. 170, 1347-1355 [0148]

• MANFTEIMER-LORY, A. ;  KATZ. J.B. ;  PILL-
INGER, M. ; GHOSSEIN, C. ; SMITH, A. ;  DIA-
MOND, B. J.Exp.Med., 1991, vol. 174, 1639-1652
[0148]

• MEEKER, T.C. ;  GRIMALDI, J. ;  O’ROURKE, R. ;
LOEB, J. ;  JULIUSSON, G. ;  EINHORN, S. J.Im-
mol., 1988, vol. 141, 3994-3998 [0148]

• MILILI, M. ;  FOUGEREAU, M. ;  GUGLIELMI, P. ;
SCHIFF, C. Mol.Immunol., 1991, vol. 28, 753-761
[0148]

• MORTARI, F. ;  WANG, J.-Y. ;  SCHROEDER, JR.,
H.W. J.Inununol., 1993, vol. 150, 1348-1357 [0148]

• NICKERSON, K.G. ;  BERMAN, J. ;  GLICKMAN,
E. ; CHESS, L. ;  ALT, F.W.  J.Exp.Med., 1989, vol.
169, 1391-1403 [0148]

• PASCUAL, V. ;  RANDEN, I. ;  THOMPSON, K. ;
SIOUD, M. ; FORRE, O. ; NATVIG, J. ;  CAPRA,
J.D. J.Clin.Invest., 1990, vol. 86, 1320-1328 [0148]
[0148]



EP 1 143 006 B1

447

• PASCUAL, V. ;  VICTOR, K. ;  RANDEN, L ;
THOMPSON, K. ;  STEINITZ, M. ; FORRE, O. ; FU,
S.-M. ; NATVIG, J.B. ;  CAPRA, J.D.  Scand.J.Immu-
nol., 1992, vol. 36, 349-362 [0148]

• PASCUAL, V. ;  VICTOR, K. ;  SPELLERBERG, M. ;
HAMBLIN, T.J. ;  STEVENSON, F.K. ;  CAPRA, J.D.
J.Immunol., 1992, vol. 149, 2337-2344 [0148]

• PONSTINGL, H. ;  SCHWARZ, J. ;  REICHEL, W. ;
HILSCHMANN, N.  Z. Physiol. Chem., 1970, vol. 351,
1591-1594 [0148]

• PONSTINGL, H. ;  HILSCHMANN, N. ;  1571-1604.
Z.Physiol.Chem., 1976, vol. 357 [0148]

• PORTOLANO, S. ;  MCLACHLAN, S.M. ;  RAP-
OPORT, B. J.Iminunol., 1993, vol. 151, 2839-2851
[0148]

• PRATT, L.F. ;  SZUBIN, R. ;  CARSON, D.A. ;
KIPPS, T.J.  J.Iminunol., 1991, vol. 147, 2041-2046
[0148]

• PRESS, E.M. ; HOGG, N.M. Biochem.J., 1970, vol.
117, 641-660 [0148]

• PUTNAM, F.W. ;  SHIMIZU, A. ;  PAUL., C. ;  SHIN-
ODA, T. ;  KOHLER, H.  Ann.N.Y.Acad.Sci., 1971,
vol. 190, 83-103 [0148]

• PUTNAM, F.W. ;  TAKAHASHI, N. ;  TETAERT, D. ;
DEBUIRE, B. ;  LIN, L.C.  Proc.Nat.Acad.Sci.USA,
1981, vol. 78, 6168-6172 [0148]

• TAKAHASHI, N. ;  TETAERT, D. ;  DEBUIRE, B. ;
LIN, L. ;  PUTNAM, F.W. Proc.Nat.Acad.Sci.USA,
1982, vol. 79, 2850-2854 [0148]

• RAAPHORST, F.M. ;  TIMMERS, E. ; KENTER,
M.J.H. ;  VAN TOL, M.J.D. ;  VOSSEN, J.M. ;  SCH-
UURMAN, R.K.B.  Eur.J.Immunol., 1992, vol. 22,
247-251 [0148]

• RABBITTS. T.H. ;  BENTLEY, D.L. ;  DUNNICK, W. ;
FORSTER, A ;  MATTHYSSENS, G. ;  MILSTEIN, C.
Symp.Quanti.Biol. Cold Spring Harb, 1980, vol. 45,
867-878 [0148]

• MATTHYSSENS, G. ;  RABBITTS, T.H.
Proc.Nat.Acad.Sci.USA, 1980, vol. 77, 6561-6565
[0148]

• RANDEN, I. ;  PASCUAL, V. ;  VICTOR, K. ;
THOMPSON, K.M. ;  FORRE, O. ; CAPRA, J.D. ;
NATVIG, J.B.  Eur.J.Immunol., 1993, vol. 23,
1220-1225 [0148]

• RASSENTI, L.Z. ;  KIPPS, T.J.  J.Exp.Med., 1993,
vol. 177, 1039-1046 [0148]

• REIDL, L.S. ;  FRIEDMAN, D.F. ;  GOLDMAN, J. ;
HARDY, R.R. ;  JEFFERIES, L.C. ;  SILBERSTEIN,
L.E. J.Immunol., 1991, vol. 147, 3623-3631 [0148]

• ROUDIER, J. ;  SILVERMAN, G.J. ;  CHEN, P.P. ;
CARSON, D.A. ;  KIPPS, T.J.  J.Immunol., 1990, vol.
144, 1526-1530 [0148]

• SANZ, I. ;  CASALI, P. ;  THOMAS, J.W. ;  NOTKINS,
A.L. ;  CAPRA, J.D.  J.Immunol., 1989, vol. 142,
4054-4061 [0148]

• SANZ, I. ;  DANG, H. ;  TAKEI, M. ;  TALAL, N. ;
CAPRA, J.D.  J.Immunol., 1989, vol. 142, 883-887
[0148]

• SCHMIDT, W.E. ; JUNG, H-.D. ;  PALM, W. ;  HILS-
CHMANN, N. Z.Physiol.Chem., 1983, vol. 364,
713-747 [0148]

• SCHROEDER. H.W., JR. ;  WANG, J.Y.
Proc.Natl.Acad.Sci.USA, 1990, vol. 87, 6146-6150
[0148]

• SCHROEDER, H.W., JR. ;  HILLSON, J.L. ;  PERL-
MUTTER, R.M. Science, 1987, vol. 238, 791-793
[0148] [0148] [0148]

• CHEN. P.P. ; LIU, M.-F. ;  GLASS. C.A. ;  SINHA, S. ;
KIPPS, T.J. ;  CARSON, D.A.  Arthritis & Rheuma-
tism, 1989, vol. 32, 72-76 [0148]

• SCHUTTE, M.E. ; EBELING, S.B. ;  AKKERMANS,
K.E. ;  GMELIG-MEYLING, F.H. ;  LOGTENBERG,
T. Eur.J.Immunol., 1991, vol. 21, 1115-1121 [0148]

• SCHUTTE, M.E. ; EBELING, S.B. ;  AKKERMANS,
K.E. ;  GMELIG-MEYLING, F.H.J. ;  LOGTEN-
BERG, T. Eur.J.Immunol., 1991, vol. 21, 1115-1121
[0148]

• SETTMACHER, U. ;  JALIN, S. ;  SIEGEL, P. ;  VON
BAEHR, R. ;  HANSEN, A.  Mol.Immunol., 1993, vol.
30, 953-954 [0148]

• SHEN, A. ;  HUMPHRIES, C. ; TUCKER, P. ;  BLAT-
TNER, F. Proc.Natl.Acad.Sci.USA, 1987, vol. 84,
8563-8567 [0148]

• SHIMIZU, A. ;  NUSSENZWEIG, M.C. ; MIZUTA,
T.-R. ; LEDER, P. ;  HONJO, T. Proc. Natl.Acad. Sci.
USA, 1989, vol. 86, 8020-8023 [0148]

• SHIN, E.K. ;  MATSUDA, F. ;  FUJIKURA, J. ;  AKA-
MIZU, T. ; SUGAWA, H. ;  MORI, T. ; HONJO, T.
Eur.J.Immunol., 1993, vol. 23, 2365-2367 [0148]

• SILBERSTEIN, L.E. ;  LITWIN, S. ;  CARMACK, C.E.
J.Exp.Med., 1989, vol. 169, 1631-1643 [0148]

• SINGAL, D.P. ;  FRAME. B. ;  JOSEPH. S. ;  BLA-
JCHMAN, M.A. ;  LEBER, B.F.  Immunogenet., 1993,
vol. 38, 242 [0148]

• STEINER, L.A. ;  GARCIA-PARDO, A. ;  MARGO-
LIES, M.N. Biochemistry, 1979, vol. 18, 4068-4080
[0148]

• STEWART, A.K. ;  HUANG, C. ;  STOLLAR, B.D. ;
SCHWARTZ, R.S. J.Exp.Med., 1993, vol. 177,
409-418 [0148]

• THOMAS, J.W.  J.Immunol., 1993, vol. 150,
1375-1382 [0148]

• TORANO, A. ;  PUTNAM, F.W.
Proc.Nat.Acad.Sci.USA, 1978, vol. 75, 966-969
[0148]

• VAN DER HEIJDEN, R.W.J. ;  BUNSCHOTEN, H. ;
PASCUAL, V. ;  UYTDEHAAG, F.G.C.M. ;  OSTER-
HAUS, A.D.M.E. ;  CAPRA, J.D.  J.Immunol., 1990,
vol. 144, 2835-2839 [0148]

• VAN DER STOEP, N. ;  VAN DER LINDEN, J. ;
LOGTENBERG, T.  J.Exp.Med., 1993, vol. 177,
99-107 [0148]

• VAN ES, J.H. ;  GMELIG-MEYLING, F.H.J. ;
LOGTENBERG, T.  Eur.J.Immunol., 1992, vol. 22,
2761-2764 [0148]



EP 1 143 006 B1

448

• VARADE, W.S. ;  MARIN, E. ;  KITTELBERGER,
A.M. ;  INSEL, R.A.  J.Immunol., 1993, vol. 150,
4985-4995 [0148]

• WATANABE, S. ;  BARNIKOL, H.U. ;  HORN, J. ;
BERTRAM, J. ;  HILSCHMANN, N.  Z.Physi-
ol.Chem., 1973, vol. 354, 1505-1509 [0148]

• WENG, N.-P. ; YU-LEE, L.-Y. ;  SANZ, L ;  PATTEN,
B.M. ;  MARCUS, D.M. J.Intmunol., 1992, vol. 149,
2518-2529 [0148]

• WHITE, M.B. ;  WORD, C.J. ;  HUMPHRIES, C.G. ;
BLATTNER, F.R. ;  TUCKER, P.W. Mol.Cell.Biol.,
1990, vol. 10, 3690-3699 [0148]

• YAGO, K. ;  ZENITA, K. ;  OHWAKI, I. ;  HARADA,
Y. ; NOZAWA, S. ;  TSUKAZAKI, K. ;  IWAMORI,
M. ; ENDO, N. ; YASUDA, N. ;  OKUMA, M.  Mol.Im-
munol., 1993, vol. 30, 1481-1489 [0148]

• ZELENETZ, A.D. ;  CHEN, T.T. ; LEVY, R.
J.Exp.Med., 1992, vol. 176, 1137-1148 [0148]

• COX, J.P.L. ;  TOMLINSON, I.M. ;  WINTER, G.
Eur.J.Immunol., 1994, vol. 24, 827-836 [0149]

• HUBER, C. et al.  Eur.J.Immunol., 1993, vol. 23, 2868
[0149]

• KLOBECK, H.G. ;  BORNKAMMM, G.W. ;  COM-
BRIATO, G. ;  MOCIKAT, R. ;  POHLENZ, H.D. ;  ZA-
CHAU, H.G. Nucl.Acids Res., 1985, vol. 13,
6515-6529 [0149]

• LAUTNER-RIESKE. A. ;  HUBER, C. ;  MEINDL, A. ;
PARGENT, W. ;  SCHÄBLE, K.F. ;  THIEBE, R. ;  ZO-
CHER, I. ; ZACHAU, H.G.  Eur.J.Immunol., 1992,
vol. 22, 1023 [0149]

• LORENZ, W. ;  SCHABLE, K.F. ;  THIEBE, R. ;
STAVNEZER, J. ;  ZACHAU, H.G.  Mol.Immunol.,
1988, vol. 25, 479 [0149]

• PARGENT, W. ;  MEINDL, A. ;  THIEBE, R. ;  MIT-
ZEL, S. ;  ZACHAU, H.G.  Eur.J.Immunol., 1991, vol.
21, 1821-1827 [0149]

• SCOTT, M.G. ; CRIMMINS, D.L. ;  MCCOURT,
D.W. ; CHUNG, G. ; SCHABLE, K.F. ;  THIEBE, R. ;
QUENZEL, E.-M. ;  ZACHAU, H.G. ;  NAHM, M.H.
J.Immunol., 1991, vol. 147, 4007-4013 [0149]

• STRAUBINGER, B. ;  HUBER, E. ;  LORENZ, W. ;
OSTERHOLZER, E. ;  PARGENT, W. ;  PECH, M. ;
POHFENZ, H.-D. ; ZIMMER, F.-J. ;  ZACHAU, H.G.
J.Mol.Biol., 1988, vol. 199, 23-34 [0149]

• STRAUBINGER, B. ;  THIEBE, R. ;  HUBER, C. ;
OSTERHOLZER, E. ;  ZACHAU, H.G.  Biol. Chem.
Hoppe-Seyer, 1988, vol. 369, 601-607 [0149]

• WILLIAMS, S.C. ;  WINTER, G. Eur.J.Immunol.,
1993, vol. 23, 1456-1461 [0150]

• SIMINOVITCH, K.A. ;  MISENER, V. ; KWONG,
P.C. ; SONG, Q.-L. ;  CHEN, P.P. J.Clin.Invest.,
1989, vol. 84, 1675-1678 [0150]

• BROCKLY, F. ;  ALEXANDRE, D. ;  CHUCHANA,
P. ; HUCK, S. ;  LEFRANC, G. ;  LEFRANC, M.-P.
Nuc.Acids.Res., 1989, vol. 17, 3976 [0150]

• DALEY, M.D. ;  PENG, H.-Q. ; MISENER, V. ; LIU,
X.-Y. ; CHEN, P.P. ; SIMINOVITCH, K.A.  Mol.Immu-
nol., 1992, vol. 29, 1515-1518 [0150]

• DEFTOS, M. ; SOTO-GIL, R. ;  QUAN, M. ;  OLEE,
T. ; CHEN, P.P. Scand. J. Immunol., 1994, vol. 39,
95 [0150]

• STIERNHOLM, N.B.J. ;  KUZNIAR, B. ;  BERIN-
STEIN, N.L. J. Immunol., 1994, vol. 152, 4969-4975
[0150]

• ANDERSON, M.L.M. ;  SZAJNERT, M.F. ;  KAP-
LAN, J.C. ;  MCCOLL, L. ;  YOUNG, B.D. Nuc.Acids
Res., 1984, vol. 12, 6647-6661 [0150]

• ANDRIS. J.S. ;  BRODEUR, B.R. ;  CAPRA, J.D.
Mol.Immunol., 1993, vol. 30, 1601-1616 [0151]

• BERMAN, J.E. ;  MELLIS, S.J. ;  POLLOCK, R. ;
SMITH, C.L. ;  SUH, H. ; HEINKE, B. ;  KOWAL, C. ;
SURTI, U. ; CHESS, L. ;  CANTOR, C.R. Embo J.,
1988, vol. 7, 727-738 [0151]

• BULUWELA, L. ;  RABBITTS, T.H.  Eur.J.Immunol.,
1988, vol. 18, 1843-1845 [0151]

• BULUWELA, L. ;  ALBERTSON, D.G. ;  SHERRITT-
GTON, P. ; RABBITTS, P.H. ;  SPURR, N. ; RAB-
BITTS, T.H. Embo J., 1988, vol. 7, 2003-2010 [0151]

• COOK, G.P. et al.  Nature Genetics, 1994, vol. 7,
162-168 [0151]

• HAINO, M. et al.  J. Biol. Chem., 1994, vol. 269,
2619-2626 [0151]

• HUMPHRIES, C.G. ; SHEN, A. ;  KUZIEL, W.A. ;
CAPRA, J.D. ;  BLATTNER, F.R. ;  TUCKER, P.W.
Nature, 1988, vol. 331, 446-449 [0151]

• KODAIRA, M. ;  KINASHI, T. ;  UMEMURA, I. ;  MAT-
SUDA, F. ;  NOMA, T. ;  ONE. Y. ; HONJO, T.
J.Mol.Biol., 1986, vol. 190, 529-541 [0151]

• LEE, K.H. ;  MATSUDA, F. ;  KINASHI, T. ;  KO-
DAIRA, M. ;  HONJO, T. J.Mol.Biol., 1987, vol. 195,
761-768 [0151]

• MATSUDA, F. ;  LEE, K.H. ;  NAKAI, S. ;  SATO, T. ;
KODAIRA, M. ;  ZONG, S.Q. ; OHNO, H. ; FUKU-
HARA, S. ;  HONJO, T. Embo J., 1988, vol. 7,
1047-1051 [0151]

• MATSUDA, F. ;  SHIN, E.K. ;  HIRABAYASHI, Y. ;
NAGAOKA, H. ;  YOSHIDA, M.C. ;  ZONG, S.Q. ;
HONJO, T. Embo J., 1990, vol. 9, 2501-2506 [0151]

• MATSUDA, F. ;  SHIN, E.K. ;  NAGAOKA, H. ;  MAT-
SUMURA, R. ;  HAINO, M. ;  FUKITA, Y. ;
TAKA-ISHI, S. ;  IMAI, T. ;  RILEY, J.H. ;  ANAND, R.
Nature Genet., 1993, vol. 3, 88-94 [0151]

• NAGAOKA, H. ;  OZAWA, K. ;  MATSUDA, F. ;  HA-
YASHIDA, H. ;  MATSUMURA, R. ;  HAINO, M. ;
SHIN, E.K. ;  FUKITA, Y. ;  IMAI, T. ;  ANAND, R.
Temporal, 1993 [0151]

• RECHAVI, G. ;  BIENZ, B. ;  RAM, D. ;  BEN-NERI-
AH, Y. ;  COHEN, J.B. ;  ZAKUT, R. ;  GIVOL, D.
Proc.Nat.Acad.Sci.USA, 1982, vol. 79, 4405-4409
[0151]

• SANZ, I. ;  KELLY, P. ;  WILLIAMS, C. ;  SCHOLL,
S. ; TUCKER, P. ;  CAPRA, J.D.  Embo J., 1989, vol.
8, 3741-3748 [0151]

• SHIN. E.K. ;  MATSUDA. F. ;  FUJIKURA, J. ;  AKA-
MIZU, T. ; SUGAWA, H. ;  MORI, T. ; HONJO, T.
Eur.J.Immunol., 1993, vol. 23, 2365-2367 [0151]



EP 1 143 006 B1

449

• TOMLINSON, IM. ;  WALTER, G. ;  MARKS. JD. ;
LLEWELYN, MB. ;  WINTER. G. J.MoLBiol., 1992,
vol. 227, 776-798 [0151]

• VAN DER MAAREL, S. ;  VAN DIJK, K.W. ;  ALEX-
ANDER, C.M. ;  SASSO, E.H. ;  BULL, A. ;  MILNER,
E.C.B. J.Immunol., 1993, vol. 150, 2858-2868 [0151]

• VAN DIJK, K.W. ;  MORTARI, F. ;  KIRKHAM, P.M. ;
SCHROEDER, JR., H.W. ;  MILNER, E.C.B.
Eur.J.Immunol., 1993, vol. 23, 832-839 [0151]

• VAN ES, J.H. ;  AANSTOOT, H. ;  GMELIG-MEY-
LING, F.H.J. ;  DERKSEN, R.H.W.M. ;  LOGTEN-
BERG, T. J.Immunol., 1992, vol. 149, 223 4-2240
[0151]

• WENG, N.-P. ; SNYDER, J.G. ;  YU-LEE, L.-Y. ;
MARCUS, D.M. Eur.J.Immunot., 1992, vol. 22,
1075-1082 [0151]

• OLEE, T. ;  YANG, P.M. ;  SIMINOVITCH, K.A. ;
OLSEN, N.J. ;  HILLSON, J.L. ;  WU, J. ;  KOZIN, F. ;
CARSON, D.A. ;  CHEN, P.P. J. Clin. Invest., 1991,
vol. 88, 193-203 [0151]

• CHEN, P.P. ; YANG, P.M. Scand. J. Immunol., 1990,
vol. 31, 593-599 [0151]


	bibliography
	description
	claims
	drawings

