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Description

TECHNICAL FIELD

[0001] The present invention relates to a polynucleotide construct that can display Fab in a cell-free translation system,
a kit comprising the same, and a production method and a screening method for Fab using the same.

BACKGROUND ART

[0002] Antibodies are glycoproteins produced by B cells, and have the function to recognize molecules (antigens)
such as proteins and bind thereto. Antibodies are produced in response to various internal and external stimuli (antigens),
and cooperate with immunocompetent cells to eliminate bacteria and viruses that invaded the body, thereby playing an
important role in the biological defense mechanism of vertebrates. A single type of B cell can produce only a single type
of antibody, and a single type of antibody can recognize only a single type of antigen. In the human body, several millions
to several hundred millions of types of B cells produce different antibodies to cope with numerous kinds of antigens.
These are collectively called immunoglobulin, which is one of the most abundant proteins in the blood and constitutes
20% by weight of the total plasma proteins. Antibodies are utilized, based on their antigen specificities, as molecular-
targeted agents and diagnostic agents.
[0003] A naturally-occurring antibody molecule forms a Y-shaped basic structure by association of two each of two
types of polypeptide chains, the L chain (light chain) and the H chain (heavy chain). The lower half of the Y shape is
composed of the Fc region, and the upper half of the Y shape, that is, the V-shaped portion, is composed of two identical
Fab regions. The distal half of Fab is called the variable region (V region), and shows diversity in its amino acid sequence
so that the antibodies can bind to various antigens. The variable regions in the L chain and the H chain are called VL
and VH, respectively. On the other hand, the Fc-side half of Fab is called the constant region (C region), and shows
less variability in its amino acid sequence. The constant regions in the L chain and the H chain are called CL and CH1,
respectively. Each region in VL and VH that directly contacts with an antigen has especially high diversity in its amino
acid sequence, and called the complementarity-determining region (CDR). The other part is called the framework region
(FR). Each ofVL and VH has 3 CDRs (CDR1 to CDR3), and 4 FRs (FR1 to FR4) surrounding these. The sequence
diversity of CDR1 and CDR2 in naive B cells that have not been stimulated with an antigen is derived from the genomic
DNA sequence (germline sequence). On the other hand, sequences of CDR3 are newly formed by recombination reaction
of the genomic DNA that occurs in the process of differentiation of B cells, and hence its diversity is larger than those
of the other CDRs. Moreover, in contrast to L-chain CDR3 formed by single recombination reaction (V-J recombination),
H-chain CDR3 is formed through two times of recombination reaction (V-D recombination and D-J recombination), so
that the H chain has a larger diversity in the same CDR3. The 6 CDRs form a single continuous surface involved in
antigen binding in the distal part of Fab. In naturally-occurring antibodies, the functional and structural unit involved in
antigen binding is Fab. While each of VL, VH, CL and CH1 constituting Fab forms an independent domain in terms of
the spatial structure, they achieve high stability due to interactions among the 4 domains. Although the Fc region is not
directly involved in binding of the antibody to an antigen, it is involved in various effector functions (e.g., the antibody-
dependent cell-mediated cytotoxicity function).
[0004] Attempts are being made to prepare a gene library that expresses antibodies, in order to screen a gene encoding
an antibody that specifically binds to a target antigen. In such a method, in order to obtain an antibody that specifically
binds to a target antigen, an antibody library is expressed from DNA encoding the antibody library, and the expressed
antibody library is brought into contact with the target antigen to select antibodies that specifically bind to the target
antigen, followed by amplification ofthe DNAs encoding the selected antibodies. This cycle is repeated for screening
antibodies. Since each antibody selected by such a screening method using a display technology is accompanied by
information on the gene encoding its amino acid sequence, the selected antibody can be immediately prepared in a
large amount by genetic engineering based on the genetic information encoding the antibody. Further, the amino acid
sequence can also be easily determined by analysis of the genetic information.
[0005] An example of the antibody screening method using a display technology is phage display reported in 1985 by
G. Smith et al. (Non-patent Document 1). Phage display is a technique in which a foreign protein is expressed as a
fusion protein with mainly a coat protein of a filamentous phage, and the polynucleotide encoding the foreign protein of
interest is selected. This method is widely used for, for example, selection of an antibody that specifically binds to an
antigen molecule (Non-patent Documents 2 and 3). However, construction of a phage library requires the step of trans-
formation of E. coli, and this step limits the size of the library. That is, due to the limit of efficiency of transformation of
E. coli, construction of a library having a diversity of, for example, more than 1010 requires several ten times to several
thousand times of transformation of E. coli by electroporation. Therefore, construction of a library larger than this is
considered unrealistic. Further, since translation into a protein is dependent on E. coli, the efficiency of expression of a
protein harmful to E. coli as a host is remarkably low.
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[0006] On the other hand, cell-free display systems represented by ribosome display are techniques wherein proteins
synthesized by a cell-free translation system are associated with polynucleotides encoding the proteins. Screening of
an antibody using this system has been reported (Patent Document 1). However, what was actually prepared in this
report is a single-chain antibody (scFv) wherein the heavy-chain variable region (VH) is linked to the light-chain variable
region (VL) through a linker peptide, and no specific method for preparing Fab is disclosed. That is, it has been thought
that Fab, which is constituted by two peptide chains and has a larger molecular weight than scFv, is difficult to be handled
in ribosome display because, for example, ribosome display is generally a technique wherein a single molecule of RNA
is coordinated with a single molecule of protein utilizing the 3’-end of the RNA, and synthesis of a full-length peptide
chain becomes more difficult as the molecular weight of the protein to be synthesized increases (Non-patent Document
4). Further, since Fab is double-chained, the screening efficiency might decrease due to occurrence of not only cis-
association of the H chain and the L chain displayed on the same RNA, but also trans-association of the H chain and
the L chain on different RNAs.
[0007] As an attempt to use Fab in a cell-free display system, Yanagawa et al. reported a method wherein the H chain
and the L chain constituting Fab are bicistronically expressed in a water-in-oil emulsion, and the Fab is associated with
the DNA encoding it utilizing the interaction between streptavidin and biotin (Non-patent Document 4). However, since
this method employs a water-in-oil emulsion, there are still problems in, for example, that the size of the library which
can be handled is limited; that, since Fab synthesized in a compartment is once dissociated from DNA and mRNA and
only one molecule of Fab is linked to the DNA, the remaining numerous Fab molecules cause competition; that the
enrichment ratio is about 100, which is not very high; and that operations in the experiment require high skill.
[0008] Further, there is a known method called look-through mutagenesis for increasing the affinity of a target-sub-
stance-binding protein to its target substance, in which a library is prepared by introduction of a single amino acid
substitution into a target-substance-binding site in a target-substance-binding protein, and the library is used to perform
first screening, followed by combining the obtained single amino acid substitutions and performing second screening to
screen mutant proteins having improved affinity to the target substance (Patent Document 2). However, in this method,
the sequences obtained by the first screening are cloned, and mutant proteins are expressed from the obtained clones
to confirm their affinity to the target substance, followed by performing the second screening. This is very laborious.

PRIOR ART DOCUMENTS

[Patent Documents]

[0009]

[Patent Document 1] JP 2008-271903 A
[Patent Document 2] JP 2011-182794 A

[Non-patent Documents]

[0010]

[Non-patent Document 1] G. P. Smith et al. (1985) Science, vol. 228, p. 1315-1317
[Non-patent Document 2] J. McCafferiy et al., Nature (1990) vol. 348, p. 552-554
[Non-patent Document 3] M. Hust et al., BMC Biotechnology, 2007, 7: 14
[Non-patent Document 4] T. Sumida et al., Nucleic Acid Research, 2009,37:22,147

SUMMARY OF THE INVENTION

[0011] Although screening of antibodies using the display technology has already been carried out as described above,
it has been considered that efficient screening of Fab having a large molecular weight and composed of two peptide
chains is difficult with a cell-free display system such as ribosome display. In view of this, the present invention aims to
provide a method wherein Fab is efficiently expressed in a cell-free translation system such as ribosome display and
coordinated with the polynucleotide encoding it in order to perform screening, and to provide a polynucleotide construct
therefor.
[0012] The present inventors intensively studied to solve the above problems. As a result, the present inventors
discovered that Fab can be efficiently screened in a cell-free translation system by preparing a polynucleotide construct
for bicistronic expression of the Fab H chain and the Fab L chain associated with their respective nucleotide sequence
informations or a polynucleotide construct for monocistronic expression of the Fab H chain and the Fab L chain associated
with their nucleotide sequence informations, and performing ribosome display and/or CIS display using it; and further
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discovered the Ymacs method, wherein the affinity of an antibody is remarkably improved by using this cell-free Fab
display system, thereby completed the present invention.
[0013] That is, the present invention provides the followings: (Polynucleotide construct to be used for cell-free display
method of Fab)

[1] A polynucleotide construct comprising a Fab first chain-coding sequence and a Fab second chain-coding se-
quence, wherein said polynucleotide construct expresses a Fab encoded by itself without dissociation, and maintains
a complex with the Fab, when it is introduced into a cell-free translation system containing ribosomes, wherein (i)
said polynucleotide construct monocistronically comprises a ribosome-binding sequence, F ab first chain-coding
sequence, linker peptide-coding sequence, Fab second chain-coding sequence and scaffold-coding sequence in
this order, and further comprises at its 3’-end a structure necessary for maintaining a complex with the Fab encoded
by itself, or (ii) said polynucleotide construct comprises a Fab first chain-expressing cistron and a Fab second chain-
expressing cistron each containing a ribosome-binding sequence, a Fab first chain-coding sequence or Fab second
chain-coding sequence, and a scaffold-coding sequence in this order, said first Fab-expressing cistron further com-
prising at its 3’-end a ribosome stall sequence, said Fab second chain-expressing cistron further comprising at its
3’-end a structure necessary for maintaining a complex with the Fab encoded by itself,
wherein, in (i) or (ii), said structure necessary for maintaining a complex with the Fab encoded by itself is a ribosome
stall sequence, puromycin or a derivative thereof, or a DNA-binding protein-coding sequence and a binding sequence
for said DNA-binding protein.
[2] The polynucleotide construct according to [1], wherein said structure necessary for maintaining a complex with
the Fab encoded by itself is a ribosome stall sequence.
[3] The polynucleotide construct according to [2], wherein said ribosome stall sequence is a SecM sequence, diproline
sequence, or both of them.
[4] The polynucleotide construct according to [2] or [3], wherein said ribosome stall sequence is composed of 2 to
4 repeats of the SecM sequence.
[5] The polynucleotide construct according to any one of [1] to [4], wherein a stop codon is present in the 3’-side of
said ribosome stall sequence.
[6] The polynucleotide construct according to [1], wherein said structure necessary for maintaining a complex with
the Fab encoded by itself is puromycin or a derivative thereof.
[7] The polynucleotide construct according to [1], wherein said structure necessary for maintaining a complex with
the Fab encoded by itself is a DNA-binding protein-coding sequence and a binding sequence for said DNA-binding
protein.
[8] The polynucleotide construct according to [7], wherein said DNA-binding protein is a cis-binding protein which
is never dissociated during transcription/translation reaction from the DNA molecule used as a template for said
transcription/translation and which binds to said binding sequence for the DNA-binding protein located in the same
DNA molecule.
[9] The polynucleotide construct according to [7], wherein said DNA-binding protein is RepA encoded by Escherichia
coli R1 plasmid and said binding sequence for the DNA-binding protein is a CIS-ori sequence located downstream
of the RepA-coding sequence in the same polynucleotide.
[10] The polynucleotide construct according to any one of [1] to [9], wherein said polynucleotide construct is a library
wherein said Fab first chain-coding sequence and said Fab second chain-coding sequence comprise random se-
quences.
[11] The polynucleotide construct according to [10], wherein said library comprising random sequences is a (i) naive
library or (ii) focused library.
[12] The polynucleotide construct according to [10]or [11], wherein said library comprising random sequences is a
library comprising single amino acid substitutions in the complementarity-determining region(s) (CDR(s)) of the Fab
first chain and/or the Fab second chain.
[13] A method for screening a Fab, said method comprising the steps of:

(i) introducing the polynucleotide construct according to any one of [1] to [12] into a cell-free translation system
to synthesize Fabs, and displaying said synthesized Fabs on the polynucleotides encoding said Fabs;
(ii) bringing said Fabs displayed on said polynucleotides into contact with an antigen;
(iii) selecting a Fab of interest that reacts with said antigen; and
(iv) amplifying the polynucleotide encoding said Fab of interest.

[14] The method for screening a Fab according to [13], said method comprising the steps of:

(I) providing a plurality of types of the polynucleotide construct according to [12], in each of which the Fab first
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chain-coding sequence or the Fab second chain-coding sequence encodes an amino acid sequence comprising
a single amino acid substitution at a single position in a CDR in the amino acid sequence of the Fab first chain
or the Fab second chain of the parent antibody, such that single amino acid substitutions are contained for a
plurality of positions in the CDRs of the Fab first chain and the Fab second chain;
(II) carrying out first screening wherein said steps (i) to (iv) are repeated using said plurality of types of the
polynucleotide construct, to screen a plurality of high-affinity Fabs;
(III) analyzing single amino acid substitutions at respective positions in the CDRs of the Fab first chain and the
Fab second chain in said plurality of Fabs selected in said first screening step;
(IV) providing the polynucleotide construct according to [12] wherein the Fab first chain-coding sequence and
the Fab second chain-coding sequence encode amino acid sequences comprising combinations of the single
amino acid substitutions identified in said first screening at said respective positions in the CDRs of the Fab
first chain and Fab second chain sequences of the parent antibody; and
(V) carrying out second screening wherein said steps (i) to (iv) are repeated using said polynucleotide construct,
to screen a high-affinity Fab.

[15] The method according to [13] or [14], wherein said cell-free translation system is composed of factors inde-
pendently purified.
[16] The method according to [15], wherein said cell-free translation system contains at least one component selected
from the group consisting of initiation factors, elongation factors, aminoacyl-tRNA synthetase and methionyl-tRNA
transformylase.
[17] The method according to [15] or [16] wherein said cell-free translation system does not contain a releasing factor.
[18] The method according to [13] or [14], wherein said cell-free translation system is a cell extract containing
ribosomes.
[19] A method for producing a Fab, said method comprising the step of introducing the polynucleotide construct
according to any one of [1] to [12] into cell-free translation system to produce a Fab.
[20] A kit for producing or screening a Fab, said kit comprising the polynucleotide construct according to any one
of [1] to [12].
[21] A method for maximizing the affinity of a target-substance-binding protein to a target substance, said method
comprising the steps of:

(I) constructing single-position libraries wherein one amino acid among all amino acid positions constituting a
target-substance-binding site in a target-substance-binding protein is randomized to all the 20 types of naturally-
occurring amino acids, to provide as many single-position libraries as the number of the all amino acid positions;
(II) constructing a primary library by integrating all of, or an appropriate unit of, these single-position libraries;
(III) selecting said primary library using a protein display system based on the affinity to a target;
(IV) determining the polynucleotide sequence informations of said selected sample of the primary library;
(V) extracting single amino acid substitutions frequently observed in said nucleotide sequence information;
(VI) constructing a secondary library comprising combinations of said frequently observed single amino acid
substitutions; and
(VII) selecting said secondary library using a protein display system based on the affinity to a target.

[22] The method according to [21], wherein the step of determining the polynucleotide sequence information of said
selected sample of the primary library is carried out using a next-generation sequencer.
[23] The method according to [21] or [22], wherein said target-substance-binding protein is a full-length antibody or
an antibody fragment and said target-substance-binding site is a CDR region.
[24] The method according to any one of [21] to [23], wherein said protein display system is ribosome display, CIS
display, mRNA display, phage display, bacterial surface display, yeast cell surface display, or cell surface display
with a higher eukaryote.

[0014] According to the present invention, a Fab of interest can be screened by efficiently expressing Fab without
dissociation from the polynucleotide in a cell-free display system. Since the method of the present invention can be
carried out in a cell-free translation system, the operation is simple, and the screening can be carried out in a short
period. A large-scale library with a level of not less than 1012 can be easily constructed, and, by this, highly efficient
screening is possible. Further, according to the Ymacs method of the present invention, a large number of Fabs having
several hundred to not less than a thousand times higher affinity to an antigen can be obtained as compared to error-
prone PCR, CDR shuffling and the like.
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BRIEF DESCRIPTION OF THE DRAWINGS

[0015] In the figures, the symbols on mRNA and DNA represent the followings:

"VL", coding sequence in the L chain variable region of Fab;
"CL", coding sequence in the L chain constant region of Fab;
"VH", coding sequence in the H chain variable region of Fab;
"CH1", coding sequence in the H chain constant region of Fab;
"Linker", coding sequence of the linker peptide;
"RBS (s)", nbosome-binding site;
"Pu", puromycin or a derivative thereof;
"Pro Δ", promoter;
"RNAP", RNA polymerase;
"RSS(S)", ribosome stall sequence; and
"LP(P)", leader peptide sequence for secretory expression.
Fig. 1 is a schematic diagram showing display of Fab on a monocistronic polynucleotide construct (an embodiment
utilizing ribosome display) (RBS (s) represents the ribosome-binding site; the same applies hereinafter).
Fig. 2 is schematic diagram showing display of Fab on a monocistronic polynucleotide construct (an embodiment
utilizing mRNA display).
Fig. 3 is schematic diagram showing display of Fab on a monocistronic polynucleotide construct (an embodiment
utilizing CIS display) (Δ represents a promoter; the same applies hereinafter).
Fig. 4 is a schematic diagram showing display of Fab on a bicistronic polynucleotide construct (an embodiment
utilizing ribosome display for both the 5’-side cistron and the 3’-side cistron).
Fig. 5 is a schematic diagram showing display of Fab on a bicistronic polynucleotide construct (an embodiment
utilizing ribosome display for the 5’-side cistron and utilizing mRNA display for the 3’-side cistron).
Fig. 6 is a schematic diagram showing display of Fab on a bicistronic polynucleotide construct (an embodiment
utilizing ribosome display for the 5’-side cistron and utilizing CIS display for the 3’-side cistron).
Fig. 7 is a schematic diagram showing a method for screening (ribosome display) of Fab.
Fig. 8 is a schematic diagram showing a method for screening (CIS display) of Fab.
Fig. 9 is a schematic diagram showing a pTrc-Fab bicistronic Fab secretory expression unit.
Fig. 10 is a photograph showing staining of model Fabs with CBB. The two lanes in the left side show markers.
Fig. 11 is a graph showing the result of ELISA (low concentration, Her2 antigen) of model Fabs.
Fig. 12 is a graph showing the result of ELISA (high concentration) of model Fabs.
Fig. 13 is a schematic diagram showing a DNA fragment for bicistronic Fab-PRD (polynucleotide construct). RSS
represents a ribosome stall sequence (the same applies to Fig. 14).
Fig. 14 is a schematic diagram showing a DNA fragment for monocistronic Fab-PRD (polynucleotide construct).
Fig. 15 is a graph showing the result of evaluation of biotinylated antigens by sandwich ELISA. BSA represents
bovine serum albumin (control), and stAv represents streptavidin.
Fig. 16 is an electrophoretogram showing the result of Fab-HHxho enrichment in bicistronic Fab-PRD (for only the
middle portion). WB represents a washing buffer.
Fig. 17 is an electrophoretogram showing the result of Fab-HHxho enrichment in bicistronic Fab-PRD (for the full-
length sequence).
Fig. 18 is an electrophoretogram showing the result of Fab-HHxho enrichment in monocistronic Fab-PRD (for the
full-length sequence).
Fig. 19 is an electrophoretogram (Western blot) showing the result of detection of in vitro translation products of
monocistronic Fab-PRD.
Fig. 20 is a diagram showing the relationship between the copy number of SecM and the recovery in monocistronic
Fab-PRD.
Fig. 21 is a diagram showing the relationship between the length of the linker and the enrichment ratio in monocistronic
Fab-PRD.
Fig. 22 is an electrophoretogram showing recovery of Fab-TT from a population of 400 molecules of Fab-TT and
131012 molecules of Fab-HH in monocistronic Fab-PRD.
Fig. 23 is a diagram showing a summary of synthesis of a single-position/single-amino acid substitution library.
Fig. 24 is a diagram showing sequences of the CDRs in a Ymacs-primary library. NNK in the tables indicates the
position into which a single amino acid substitution is to be introduced.
Fig. 25 is a summary of the mutations selected in the first screening. PA in the Table indicates the parent amino acid.
Fig. 26 is a diagram showing the mutations employed in the Ymacs-secondary library, and codons corresponding
thereto.
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Fig. 27 is a diagram showing the method for constructing the Ymacs-secondary library.
Fig. 28 is a schematic diagram showing conversion of a monocistronic secretory Fab expression vector to a bicistronic
Fab secretory expression vector.
Fig. 29 is a diagram showing the sequences ofthe CDRs of the Fabs selected by screening of the Ymacs-secondary
library.
Fig. 30 is a diagram showing the result of koff measurement by SPR analysis of Fabs selected by screening of the
Ymacs-secondary library.
Fig. 31 is a diagram showing the result ofKD measurement by SPR analysis of Fab-TT as a parent antibody and
its affinity-improved mutant Ymacs #10.
Fig. 32 is a diagram showing the result ofKD measurement by KinExA analysis of the affinity-improved mutants
Ymacs #10 and Ymacs #19.
Fig. 33 is an electrophoretogram showing the result of Fab-HHxho enrichment (for full length) in CIS display.
Fig. 34 is an electrophoretogram showing the result of study on the effect of the reaction time of transcription/trans-
lation in Fab-HHxho enrichment (for full length) in CIS display.

EMBODIMENTS FOR CARRYING OUT THE INVENTION

<Polynucleotide Construct>

[0016] The polynucleotide construct of the present invention comprises a Fab first chain-coding sequence and a Fab
second chain-coding sequence, wherein the polynucleotide construct expresses the Fab encoded by itself without
dissociation, and maintains a complex with a Fab, when it is introduced into a cell-free translation system containing
ribosomes. The Fab first chain and the Fab second chain herein mean the two chains constituting Fab, and, usually,
one of these is the Fab H chain and the other is the Fab L chain. However, each chain may be a chimeric chain of the
H chain and the L chain. The Fab H chain means a protein containing the H-chain variable region (VH) and the H-chain
constant region 1 (CH1), and the Fab L chain means a protein containing the L-chain variable region (VL) and the L-
chain constant region (CL).
[0017] The term "maintains a complex with the Fab" means that the Fab is expressed in a state where the Fab is
linked to the polynucleotide construct, and the complex is maintained. This is also expressed as "the Fab is displayed
on the polynucleotide".

Polynucleotide Construct (Monocistronic)

[0018] The polynucleotide construct ofthe first embodiment of the present invention monocistronically comprises a
ribosome-binding sequence, Fab first chain-coding sequence, linker peptide sequence, Fab second chain-coding se-
quence and scaffold-coding sequence in this order. The polynucleotide construct further comprises a structure necessary
for maintaining a complex with the Fab encoded by itself, at the 3’-end of the coding region (cistron).
[0019] The nbosome-binding sequence means the sequence upstream of the initiation codon, where a ribosome is
bound to initiate translation. In cases where a ribosome derived from E. coli is used as a cell-free translation system,
the Shine-Dalgamo (SD) sequence is preferably used as the ribosome-binding sequence. As the SD sequence, AG-
GAGGT is generally known, but a modified sequence may be used as long as a ribosome can bind thereto. The ribosome-
binding sequence may be appropriately selected depending on the host, and is not limited to the SD sequence.
[0020] Since sequences of the common region in Fab have been disclosed (Sakano et al., Nature (1980) vol. 286, p.
676; Ellison et al., Nucleic Acids Res. (1982) vol. 10, p. 4071; Huck et al., Nucleic Acids Res. (1986) vol. 14, p. 1779;
Hieter et al., J. Biol. Chem. (1982) vol. 257, p. 1516; and Max et al., Cell (1980) vol. 22, p. 197), a Fab chain-coding
sequence can be obtained by designing primers based on these sequences and amplifying the Fab H chain-coding
sequence and the Fab L chain-coding sequence. Primers for cloning of the variable region and the constant region ofthe
antibody are known (Marks et al., J. Mol. Biol. (1991) vol. 222, p. 581; Welschof et al., J. Immunol. Methods (1995) vol.
179, p. 203; Campbell et al., Mol. Immunol. (1992) vol. 29, p. 193). Alternatively, a Fab chain-coding sequence can be
artificially synthesized in consideration ofthe codon bias and RNA processing of the host to be used in large-scale
expression.
[0021] In cases where a specific Fab is to be expressed, the sequence may be amplified from a template of interest.
Further, in cases where a Fab against an antigen of interest is to be screened, a library containing random Fab chain-
coding sequences may be used. In cases where a Fab that binds to an antigen of interest is to be newly obtained, a
naive library may be used. Further, in cases where a specific Fab which has already been obtained is to be optimized
for a certain purpose, a focused library may be used.
[0022] In order to provide a very wide range of search space for newly obtaining a Fab that binds to an antigen of
interest, various forms of naive libraries can be constructed as exemplified below. For example, it is possible to construct
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a natural naive library utilizing the antibody diversity produced by natural B cells, by performing reverse transcription-
PCR using mRNA collected from B cells as a starting material to amplify cDNA fragments of the VH region and/or the
VL region constituting Fab (Clackson et al., Nature (1991) vol. 352, p. 624-628). It is also possible to construct a
semisynthetic naive library by artificially synthesizing the framework region in the VH region and/or the VL region and
incorporating various naturally occurring CDR sequences into the CDR regions (Soderlind et al., Nat. Biotechnol. (2000)
vol. 18, p. 852-856). It is also possible to construct a semisynthetic naive library by incorporating a naturally-occurring
sequence into the L chain (VL-CL), an artificial sequence into CDRs 1-2 in the H chain, and a naturally-occurring sequence
into CDR3 in the H chain, of Fab (Hoet et al., Nat. Biotechnol. (2005) vol. 23, p. 344-348). It is also possible to construct
a completely artificial naive library by artificially synthesizing the full region of the coding sequence, while giving diversity
to the CDRs (Knappik et al., J. Mol. Biol. (2000) vol. 296, p. 57-86). In cases where the CDR sequences are artificially
synthesized, the frequencies of amino acids that appear at each amino acid position can be controlled depending on
the lengths of CDRs based on the result of analysis of naturally-occurring CDR sequences.
[0023] In cases of a focused library, various forms of the library can be constructed based on the sequence of a specific
parent Fab which has already been obtained, such that the library contains, as a major component, mutants that are
similar to, but different from, the parent Fab sequence. A focused library may be used for optimization for the purposes
of improving the affinity, optimizing the specificity, humanizing an animal-derived antibody, eliminating a disadvantageous
amino acid or sequence, improving the stability, improving the physical properties, and the like, while maintaining the
antigen-binding property of the parent Fab.
[0024] For example, error-prone PCR may be used for randomly and sporadically introducing one or several single
amino acid substitutions over the entire VH region and/or VL region (Boder et al., Proc Natl Acad Sci U S A (2000) vol.
97, p.10701-10705). Error-prone PCR utilizes the phenomenon that errors can be made to easily occur by controlling
the concentrations of the 4 types of deoxynucleotides as substrates and the type and concentration of the divalent cation
added. It is also possible to use artificially-designed mutation-introducing primers for targeting a specific amino acid(s)
constituting Fab to introduce one or several single amino acid substitutions in consideration of the amino acid composition
(Rajpal et al., Proc Natl Acad Sci U S A (2005) vol. 102, p. 8466-8471). Further, it is also possible to use artificially-
designed mutation-introducing primers for randomizing the sequence(s) of about 1 to 3 CDR(s) while the sequences of
about 3 to 5 CDRs are maintained among the total of 6 CDRs, such that the randomization occurs not for single amino
acids but for entire CDR sequences (Lee et al., Blood (2006) vol.108, p. 3103-3111). Further, it is also possible to fix
one of the L chain and the H chain while the other is randomized utilizing various naturally-occurring sequences (Kang
et al., Proc Natl Acad Sci U S A (1991) vol. 88, p. 11120-11123).
[0025] As the polynucleotide construct of the present invention, a library wherein one or more amino acids in the
complementarity determining regions (CDRs) of the Fab first chain and/or the Fab second chain contain a single amino
acid substitution(s) is preferred. Such a library can be prepared by, for example, PCR using primers designed such that
the single amino acid substitution(s) is/are introduced.
[0026] By performing screening using such a polynucleotide construct library, an antibody against an antigen of interest
can be obtained.
[0027] The sequence encoding the linker peptide that links the Fab first chain-coding sequence and the Fab second
chain-coding sequence is preferably a sequence encoding a water-soluble polypeptide composed of 15 to 120 amino
acid residues, more preferably a sequence encoding a water-soluble polypeptide composed of 20 to 30 amino acids in
view of the screening efficiency of the library. Examples of the sequence include an amino acid sequence into which
Arg was introduced for increasing the water solubility, and the sequence may also be one encoding the so-called GS
linker, which mainly contains glycine and serine.
[0028] The sequence encoding the linker peptide may be placed between protease recognition sequences. By this,
after translation of the polynucleotide construct into an amino acid sequence, the linker peptide is cleaved by protease,
resulting in the display of a natural Fab. Examples of the protease recognition sequence include the enterokinase
recognition sequence DDDDK (SEQ ID NO:31) and the factor Xa recognition sequence IEGR (SEQ ID NO:32).
[0029] Examples of the scaffold-coding sequence linked to the 3’-side of the Fab chain-coding sequence include those
encoding an amino acid sequence having a length sufficient as a scaffold with which the first chain and the second chain
of Fab can be translated and accurately folded on a ribosome, DNA and/or mRNA to form a complex and react with an
antigen. The scaffold-coding sequence is a sequence preferably encoding at least 15 amino acids, more preferably
encoding 15 to 120 amino acids. The scaffold sequence encoded preferably has high water solubility and does not form
a special spatial structure. Specific examples of such a sequence which may be used include the so-called GS linker,
which mainly contains glycine and serine, and partial sequences of gene III in phages
[0030] As the structure necessary for maintaining a complex with the Fab chain encoded by itself, the construct may,
for example, have a ribosome stall sequence at the 3’-end of the cistron (in cases of ribosome display); have a DNA-
binding protein-coding sequence and a binding sequence for the DNA-binding protein (in cases of CIS display); or have
puromycin or a derivative thereof added to the 3’-end (in cases of mRNA display). By this, the expressed Fab chain
forms a complex with the polynucleotide, and hence the nucleotide sequences of the first and Fab second chain-coding
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sequences are physically associated with the amino acid sequences encoded thereby.

Polynucleotide Construct (Monocistronic) to be Subjected to Ribosome Display

[0031] Examples ofthe ribosome stall sequence include the sequence encoding SecM of E. coli. The SecM sequence
is also called the SecM stall sequence, and is reported to cause translation arrest inside the ribosome (FXXXXWIXXXX-
GIRAGP, SEQ ID NO:30). Since, by introduction of this sequence, the complex of mRNA, ribosome and fusion protein
can be efficiently maintained (Nakatogawa et al., Mol. Cell (2006) vol. 22, p. 545-552), the Fab chain can be associated
with the nucleotide sequence encoding it. Two or more SecM sequences may be linked, and the number of SecM
sequences to be linked is preferably 2 to 4, more preferably 2.
[0032] Further, a polyproline sequence such as diproline may be used as the ribosome stall sequence, and such a
sequence may be used either alone or in combination with a SecM sequence(s).
[0033] In the 3’-side of the ribosome stall sequence, a stop codon is preferably placed in the same reading frame.
[0034] It is also possible to simply delete the stop codon instead of employing a ribosome stall sequence, for performing
ribosome display.
[0035] The Fab first chain-coding sequence, linker-coding sequence, Fab second chain-coding sequence, scaffold-
coding sequence and ribosome stall sequence are linked together in the same reading frame. The term "linked together
in the same reading frame" herein means that these components are linked together such that they are translated as a
fusion protein. The Fab first chain-coding sequence, linker-coding sequence, Fab second chain-coding sequence, scaf-
fold-coding sequence and ribosome stall sequence may be linked together either directly, or via a tag sequence(s) and/or
an arbitrary polypeptide sequence(s) placed between, before and/or after the components.
[0036] An example ofthe polynucleotide construct ofthe first embodiment ofthe present invention wherein ribosome
display is utilized is shown in Fig.1.
[0037] SEQ ID NO:19 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 9 to 31); a nbosome-binding sequence (SD sequence, nucleotide positions 81 to 87); and an anti-
Her2 Fab L+H chain-expressing cistron (nucleotide positions 94 to 2220, see SEQ ID NO:20 for its amino acid sequence)
containing an anti-Her2 Fab L chain-coding sequence, FLAG tag, linker sequence (GS linker), FLAG tag, anti-Her2 Fab
H chain-coding sequence, His tag, scaffold sequence (GS linker) and ribosome stall sequence (secM+diproline).
[0038] SEQ ID NO:21 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 9 to 31); a ribosome-binding sequence (SD sequence, nucleotide positions 81 to 87); and an anti-
TNFαR Fab L+H chain-expressing cistron (nucleotide positions 94 to 2226, see SEQ ID NO:22 for its amino acid
sequence) containing an anti-TNFαR Fab L chain-coding sequence, FLAG tag, linker sequence (GS linker), FLAG tag,
anti-TNFαR Fab H chain-coding sequence, His tag, scaffold sequence (GS linker) and ribosome stall sequence
(secM+diproline).
[0039] However, needless to say, the polynucleotide construct ofthe present invention is not limited to these.

Polynucleotide Construct (monocistronic) to be Subjected to mRNA Display

[0040] The amino acid sequence may be physically associated with the nucleotide sequence encoding it by utilizing,
instead of the ribosome stall sequence, puromycin or a derivative thereof to allow formation of a complex between the
Fab and the polynucleotide (mRNA display). That is, puromycin or a derivative thereof is linked to the 3’-end ofthe
polynucleotide construct via a spacer, and the C-terminus of the translation product is covalently bound to the puromycin
or a derivative thereof to allow formation of a complex between Fab and the polynucleotide. By this, association of the
amino acid sequence of the Fab chain with the nucleotide sequence encoding it is possible.
[0041] As the puromycin or a derivative thereof, puromycine; and puromycin derivatives such as ribocytidyl puromycin,
deoxycytidyl puromycin and deoxyuridyl puromycin; are especially preferred.
[0042] Examples of the spacer to be used for linking the puromycin or a derivative thereof to the 3’-end of the poly-
nucleotide construct include macromolecular substances such as polyethylene and polyethylene glycol, and derivatives
thereof; and biomacromolecular substances such as oligonucleotides and peptides, and derivatives thereof; as described
in WO98/16636. Among these, polyethylene glycol is preferred.
[0043] In another embodiment of mRNA display, the amino acid sequence may be physically associated with the
nucleotide sequence encoding it by linking a streptavidin-coding sequence to the 3’-end side of the polynucleotide
construct and further linking biotin to the 3’-end, to allow binding of the streptavidin portion of the translated protein to
the biotin, resulting in formation of a complex between Fab and the polynucleotide.
[0044] An example of the polynucleotide construct ofthe first embodiment ofthe present invention wherein mRNA
display is utilized is shown in Fig. 2.
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Polynucleotide Construct (Monocistronic) to be Subjected to CIS Display

[0045] Further, the amino acid sequence may be physically associated with the nucleotide sequence encoding it by
utilizing a DNA-binding protein-coding sequence and the binding sequence for the DNA-binding protein instead ofthe
ribosome stall sequence, to allow formation of a complex between Fab and the polynucleotide (CIS display,
WO2004/22746). More specifically, a DNA-binding protein-coding sequence and the binding sequence for the DNA-
binding protein are linked downstream of the scaffold sequence of the polynucleotide construct, and, Fab, the scaffold
sequence and the DNA-binding protein are expressed as a fusion protein. Since the DNA-binding protein binds to the
binding sequence for the DNA-binding protein downstream of the 3’-side cistron, a complex between Fab and the
polynucleotide is formed, and hence the amino acid sequence of the Fab chain can be associated with the nucleotide
sequence encoding it. Examples of the DNA-binding protein herein include the RepA protein, which has a cis-type
binding mode wherein a DNA-binding protein is bound to the binding sequence for the DNA-binding protein displayed
on the same DNA molecule without dissociation, during the transcription/translation reaction, from the DNA molecule
used as the template for the transcription/translation. Examples ofthe RepA-binding sequence include the CIS sequence
and the following ori sequence (Proc. Natl. Acad. Sci. U. S. A., vol. 101, p. 2806-2810,2004; and Japanese Translated
PCT Patent Application Laid-open No. 2005-537795). Other examples of the DNA-binding protein having a cis-type
binding mode include the RecC protein encoded by E. coli Ti plasmid (Pinto, et al., Mol. Microbiol. (2011) vol. 81, p.
1593-1606), A protein of ϕX174 phage (Francke, et al., Proc Natl Acad Sci U S A (1972) vol. 69, p. 475-479) and Q
protein of λ phage (Echols, et al., Genetics (1976) vol. 83, p. 5-10), each of which may be used in combination with its
binding sequence. In cases where a cell-free translation system wherein transcription is well-coupled with translation is
employed, the synthesized protein is released in the vicinity of the transcription termination site, so that a DNA protein
generally considered to have a trans-type binding mode, such as a DNA-binding domain of a nuclear receptor including
the estrogen receptor, or a DNA-binding domain of LexA or Gal4 used for the two-hybrid system, may be used in
combination with its binding sequence.
[0046] An example of the polynucleotide construct ofthe first embodiment ofthe present invention wherein CIS display
is utilized is shown in Fig. 3.
[0047] SEQ ID NO:70 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 612 to 639); a ribosome-binding sequence (SD sequence, nucleotide positions 672 to 675); an
anti-Her2 Fab L+H chain-expressing cistron (nucleotide positions 689 to 3322, see SEQ ID NO:71 for its amino acid
sequence) containing an anti-Her2 Fab L chain-coding sequence, FLAG tag, linker sequence (GS linker), FLAG tag,
anti-Her2 Fab H chain-coding sequence, His tag, scaffold sequence (GS linker) and RepA-coding sequence; and CIS-
ori (nucleotide positions 3326 to 4100).
[0048] SEQ ID NO:72 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 612 to 639); a ribosome-binding sequence (SD sequence, nucleotide positions 672 to 675); an
anti-TNFαR Fab L+H chain-expressing cistron (nucleotide positions 689 to 3328, see SEQ ID NO:73 for its amino acid
sequence) containing an anti-TNFαR Fab L chain-coding sequence, FLAG tag, linker sequence (GS linker), FLAG tag,
anti-TNFαR H chain-coding sequence, His tag, scaffold sequence (GS linker) and RepA-coding sequence; and CIS-ori
(nucleotide positions 3332 to 4106).
[0049] However, needless to say, the polynucleotide construct of the present invention is not limited to these.

Polynucleotide Construct (Bicistronic)

[0050] The polynucleotide construct ofthe second embodiment of the present invention comprises a Fab first chain-
expressing cistron and a Fab second chain-expressing cistron each containing a ribosome-binding sequence, a Fab
first chain-coding sequence or Fab second chain-coding sequence, and a scaffold-coding sequence in this order. The
Fab first chain-expressing cistron (Fab chain-expressing cistron in the 5’-side) further comprises at its 3’-end a ribosome
stall sequence, and the Fab second chain-expressing cistron (Fab chain-expressing cistron in the 3’-side) further com-
prises at its 3’-end side a structure necessary for maintaining a complex with the Fab encoded by itself. Examples of
the structure necessary for maintaining a complex with the Fab encoded by itself herein include a ribosome stall sequence;
a DNA-binding protein-coding sequence and a binding sequence for the DNA-binding protein; and puromycin or a
derivative thereof; as described above.
[0051] That is, the Fab first chain-expressing cistron comprises a Fab first chain-coding sequence and a scaffold-
coding sequence in the 3’-side of a ribosome-binding sequence in this order, and the Fab second chain-expressing
cistron comprises a Fab second chain-coding sequence and a scaffold-coding sequence in the 3’-side of a ribosome-
binding sequence in this order. The Fab first chain and the Fab second chain may be either the H chain and the L chain,
respectively, or the L chain and the H chain, respectively, or each ofthe chains may be a chimeric chain between the H
chain and the L chain.
[0052] The length between the Fab first chain-expressing cistron and the Fab second chain-expressing cistron is not
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restricted as long as an interval can be secured when translation has once terminated in the Fab first chain-expressing
cistron and the ribosome is stalled, so that the ribosome can bind to the ribosome-binding sequence in the Fab second
chain-expressing cistron. The length is preferably 50 to 200 bp.
[0053] The ribosome-binding sequence and the Fab chain-coding sequence may be those described above.
[0054] Examples of the scaffold-coding sequence linked to the 3’-side of each Fab chain-coding sequence include
those encoding an amino acid sequence having a length sufficient as a scaffold with which the H chain or the L chain
of Fab can be translated and precisely folded to form a complex on a ribosome, DNA and/or mRNA, and react with an
antigen. The scaffold-coding sequence is a sequence preferably encoding at least 15 amino acids, more preferably
encoding 15 to 120 amino acids. The scaffold sequence encoded preferably has high water solubility and does not form
a special spatial structure. Specific examples of such a sequence which may be used include the so-called GS linker,
which mainly contains glycine and serine, and partial sequences of gene III in phages

Polynucleotide Construct (Bicistronic) to be Subjected to Ribosome Display

[0055] In the polynucleotide construct ofthe second embodiment ofthe present invention, in order to allow formation
of a complex between mRNA and a polypeptide (the first chain or the second chain of Fab) on a ribosome, a ribosome
stall sequence as described above is placed at the 3’-end of the Fab first chain-expressing cistron. A stop codon is
preferably placed in the 3’-side of the ribosome stall sequence in the same reading frame. It is also possible to simply
delete the stop codon instead of employing a ribosome stall sequence, for performing ribosome display.
[0056] The Fab first chain-coding sequence or Fab second chain-coding sequence, scaffold-coding sequence and
ribosome stall sequence are linked together in the same reading frame. The term "linked together in the same reading
frame" herein means that these components are linked together such that they are translated as a fusion protein. The
Fab first chain-coding sequence or Fab second chain-coding sequence, scaffold-coding sequence and ribosome stall
sequence may be linked together either directly, or via a tag sequence(s) and/or an arbitrary polypeptide sequence(s)
placed between, before and/or after the components.
[0057] An example of the polynucleotide construct ofthe second embodiment of the present invention wherein ribosome
display is utilized for both the Fab first chain-expressing cistron and the Fab second chain-expressing cistron is shown
in Fig. 4.
[0058] SEQ NO:13 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 9 to 31); a ribosome-binding sequence (SD sequence, nucleotide positions 81 to 87); an anti-Her2
Fab L chain-expressing cistron (nucleotide positions 94 to 1158, see SEQ ID NO:14 for its amino acid sequence)
containing an anti-Her2 Fab L chain-coding sequence, FLAG tag, scaffold sequence (GS linker) and ribosome stall
sequence (secM+diproline); a ribosome-binding sequence (SD sequence, base positions 1191 to 1197); and an anti-
Her2 Fab H chain-expressing cistron (nucleotide positions 1264 to 2364, see SEQ ID NO:15 for its amino acid sequence)
containing an anti-Her2 Fab H chain-coding sequence, His tag, scaffold sequence (GS linker) and ribosome stall sequence
(secM+diproline).
[0059] SEQ ID NO16 shows the nucleotide sequence of a polynucleotide construct containing: a promoter sequence
(nucleotide positions 9 to 31); a ribosome-binding sequence (SD sequence, nucleotide positions 81 to 87); an anti-TNFα
receptor (TNFαR) Fab L chain-expressing cistron (nucleotide positions 94 to 115 8, see SEQ ID NO:17 for its amino
acid sequence) containing an anti-TNFαR Fab L chain-coding sequence, FLAG tag, scaffold sequence (GS linker) and
ribosome stall sequence (secM+diproline); a ribosome-binding sequence (SD sequence, base positions 1191 to 1197);
and an anti-TNFαR Fab H chain-expressing cistron (nucleotide positions 1264 to 2370, see SEQ ID NO:18 for its amino
acid sequence) containing an anti-TNFαR Fab H chain-coding sequence, His tag, scaffold sequence (GS linker) and
ribosome stall sequence (secM+diproline).
[0060] However, needless to say, the polynucleotide construct ofthe present invention is not limited to these.

Polynucleotide Construct Bicistronic) to be Subjected to mRNA Display

[0061] In terms of the Fab second chain-expressing cistron (the Fab chain-expressing cistron in the 3’-side), puromycin
or a derivative thereof may be utilized to allow formation of a complex between the Fab chain and the polynucleotide in
order to physically associate the amino acid sequence with the nucleotide sequence encoding it (mRNA display). That
is, puromycin or a derivative thereof is linked to the end of the 3’-side cistron, that is, to the 3’-end of the polynucleotide
construct, via a spacer, and, when the 3’-side cistron is translated, the C-terminus of the translation product is covalently
bound to the puromycin or a derivative thereof to allow formation of a complex between the Fab chain and the polynu-
cleotide. By this, association of the amino acid sequence of the Fab chain with the nucleotide sequence encoding it is
possible.
[0062] An example of the polynucleotide construct ofthe second embodiment of the present invention wherein ribosome
display is utilized for the Fab first chain-expressing cistron and mRNA display is utilized for the Fab second chain-
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expressing cistron is shown in Fig. 5.

Polynucleotide Construct (Bicistronic) to be Subjected to CIS Display

[0063] In terms of the Fab second chain-expressing cistron (the Fab chain-expressing cistron in the 3’-side), a DNA-
binding protein-coding sequence and the binding sequence for the DNA-binding protein may be utilized to allow formation
of a complex between the Fab chain and the polynucleotide in order to physically associate the amino acid sequence
with the nucleotide sequence encoding it (CIS display, WO2004/22746). More specifically, a DNA-binding protein-coding
sequence and the binding sequence for the DNA-binding protein are linked to the 3’-end-side ofthe Fab second chain-
expressing cistron, that is, downstream of the Fab second chain-coding sequence and the scaffold sequence of the Fab
second chain-expressing cistron, and the Fab second chain-expressing cistron is expressed as a fusion protein of the
Fab second chain, scaffold sequence and DNA-binding protein. The DNA-binding protein is bound to the binding sequence
for the DNA-binding protein located downstream of the Fab second chain-expressing cistron to allow formation of a
complex between the Fab second chain and the polynucleotide. By this, association ofthe amino acid sequence of the
Fab second chain with the nucleotide sequence encoding it is possible. Examples ofthe DNA-binding protein herein
include the RepA protein, which has the so-called cis-type binding mode wherein a DNA-binding protein is bound to the
binding sequence for the DNA-binding protein present on the same DNA molecule without dissociation, during the
transcription/translation reaction, from the DNA molecule used as the template for the transcription/translation. Examples
of the RepA-binding sequence include the CIS sequence and the following ori sequence (Proc. Natl. Acad. Sci. U. S.
A., vol.101, p. 2806-2810, 2004; and Japanese Translated PCT Patent Application Laid-open No. 2005-537795). Other
examples of the DNA-binding protein having a cis-type binding mode include the RecC protein encoded by E. coli Ti
plasmid (Pinto, et al., Mol. Microbiol. (2011) vol. 81, p. 1593-1606), A protein of ϕX174 phage (Francke, et al., Proc Natl
Acad Sci U S A (1972) vol. 69, p. 475-479) and Q protein of λ phage (Echols, et al., Genetics (1976) vol. 83, p. 5-10),
each ofwhich may be used in combination with its binding sequence. In cases where a cell-free translation system
wherein transcription is well-coupled with translation is employed, the synthesized protein is released in the vicinity of
the transcription termination site, so that a DNA protein generally considered to have a trans-type binding mode, such
as a DNA-binding domain of a nuclear receptor including the estrogen receptor, or a DNA-binding domain of LexA or
Gal4 used for the two-hybrid system, may be used in combination with its binding sequence.
[0064] An example of the polynucleotide construct ofthe second embodiment of the present invention wherein ribosome
display is utilized for the Fab first chain-expressing cistron and CIS display is utilized for the Fab second chain-expressing
cistron is shown in Fig. 6.
[0065] The polynucleotide construct of the present invention may be either mRNA, or DNA from which mRNA is
transcribed. In cases where the polynucleotide construct is mRNA, the term "expresses Fab" means translation of mRNA
into the Fab protein, and, in cases where the polynucleotide construct is DNA, the term "expresses Fab" means tran-
scription of DNA into mRNA and translation of the mRNA into the Fab protein. In cases where the polynucleotide construct
is DNA, a promoter sequence recognized by RNA polymerase for transcription into mRNA is preferably additionally
contained. The promoter may be appropriately selected depending on the expression system to be used. For example,
in cases where an E. coli cell or a cell-free translation system derived from E. coli is employed, examples of the promoter
include promoters that function in E. coli, such as T7 promoter, T3 promoter, SP6 promoter, and endogenous promoters
in the E. coli genome.
[0066] The polynucleotide construct may be incorporated into a plasmid vector, phage vector, virus vector or the like.
The type of the vector may be appropriately selected depending on the translation system and the screening system
used. The polynucleotide constructs described above and vectors containing them may be prepared by known genetic
engineering methods described in Molecular Cloning (Cold spring Harbor Laboratory Press, Cold spring Harbor (USA),
2001) and the like.
[0067] In the first embodiment and the second embodiment described above, either the Fab H chain-coding sequence
or the Fab L chain-coding sequence may be placed upstream of the other. In cases where the Fab H chain-coding
sequence is placed upstream (in the 5’-side) and the H chain is first translated and kept in the vicinity, followed by its
pairing with the L chain immediately after completion of translation of the L chain, the risk of pairing between L chains,
which is said to occur more easily than pairing between H chains, can be reduced, which is advantageous. On the other
hand, in cases where the Fab L chain-coding sequence is placed upstream (in the 5’-side) and the L chain is first
translated and kept in the vicinity, followed by its pairing with the H chain immediately after completion of translation of
the H chain, the risk of occurrence of aggregation of H chains, which are said to generally have higher risk of aggregation
because of worse physical properties than L chains, can be reduced.

<Method for Producing Fab>

[0068] The method ofthe present invention for producing Fab comprises the step of introducing the polynucleotide
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construct described above into a cell-free translation system containing ribosomes, to produce Fab. Examples of the
cell-free translation system include cell-free translation systems obtained from cells of E. coli, yeasts, mammalian cells
and the like, and the cell-free translation system is preferably derived from E. coli.
[0069] The cell-free translation system may be either a cell extract obtained by extracting a fraction containing ribos-
omes from cells, or a reconstruction-type cell-free translation system constructed from factors purified individually.
[0070] A cell extract-type cell-free translation system is generally prepared by homogenizing cells and removing un-
wanted substances by ultracentrifugation at about 30,000 g to obtain a cell extract called S30, which is then subjected
to an appropriate treatment. As a starting material for S30, cells of various organisms have been tested so far, and 3
types of materials, E. coli (Zubay, Annual Review of Genetics (1973) vol. 7, p. 267-287), wheat germ (Roberts, et al.,
Proc Natl Acad Sci U S A (1973) vol. 70, p. 2330-2334) and rabbit reticulocytes (Pelham, et al., Eur. J. Biochem. (1976)
vol. 67, p. 247-256) are commonly used at present. In cases where E. coli is used as a starting material, various mutant
strains may be used depending on the purpose, for preparing S30. For example, when one wants to stabilize linear
double-stranded DNA to be used as a template in the reaction liquid, the SL119 strain (Lesley, et al., J. Biol. Chem.
(1991) vol. 266, p. 2632-2638), which is a mutant strain deficient in RecD, a subunit of the RecBCD complex (Exonuclease
V), may be used.
[0071] Examples of the reconstruction-type cell-free translation system constituted by factors purified individually
include the PURE system described in JP 2003-102495 A and JP 2008-271903 A. Since this reconstruction-type cell-
free translation system can prevent contamination of nuclease and protease more easily than a cell-free translation
system using a cell extract, the efficiency of translation of mRNA into the polypeptide can be increased.
[0072] In cases of the CIS display, double-stranded DNA, which is relatively stable in a cell extract, is used as a gene
medium, so that a cell extract obtained by extracting a fraction containing ribosomes from cells can also be used.
[0073] In cases of the ribosome display, there is the risk of degradation of RNA as a gene medium by ribonuclease
contained in a large amount in the cell extract, so that a reconstruction-type cell-free translation system constituted by
factors purified individually is preferred. Such ribosome display using the PURE system is called "PURE ribosome display
(PRD)".
[0074] The factors can be obtained by purification from extracts of various cells. Examples of the cells from which the
factors are purified include prokaryotic cells and eukaryotic cells. Examples of the prokaryotic cells include E. coli cells,
extreme thermophile cells and Bacillus subtilis cells. Examples of the eukaryotic cells include yeast cells, plant cells,
insect cells and mammalian cells.
[0075] It is more preferred to individually purify ribosomes and other factors to prepare the reconstruction-type cell-
free translation system.
[0076] A ribosome is a huge complex constituted by ribosomal RNA and various ribosomal proteins, and composed
of 2 subunits, that is, the large subunit and the small subunit. The ribosome and the subunits constituting it can be
separated from each other by sucrose density gradient or the like, and their sizes are represented by the sedimentation
coefficient. More specifically, in prokaryotes, the ribosome and the subunits constituting it have the following sizes. Since
prokaryotes such as E. coli can be easily prepared by large-scale culture, a prokaryote such as E. coli is preferred as
the organism from which ribosomes are to be prepared in a large amount. 

Molecular weight: about 2.53106 about 1.63106 about 0.93106

[0077] Still more specifically, it is known that each of the 50S subunit and the 30S subunit is constituted by the following
components.
[0078] 50S subunit:

34 types of proteins L1 to L34 (ribosomal proteins)
23S RNA (about 3200 nucleotides)
5S RNA (about 120 nucleotides)

[0079] 30S subunit:

21 types of proteins S1 to S21 (ribosomal proteins)
16S RNA (about 1540 nucleotides)

That is, each subunit can be isolated as a complex composed of these components. Further, a ribosome can be isolated
as a complex of the subunits. A purified ribosome means, for example, in cases of a ribosome derived from a prokaryote,
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the complex purified as a 70S ribosome composed of the large and small subunits, or a complex formed by mixing the
50S subunit and the 30S subunit together which were individually purified.
[0080] On the other hand, in eukaryotes, the ribosome and the subunits constituting it have the following sizes: ribosome
(80S) = large subunit (60S) + small subunit (40S). Therefore, in cases where the cell-free translation system is to be
constituted with ribosomes derived from a eukaryote, ribosomes purified as 80S ribosomes can be used.
[0081] Examples of the factors other than ribosomes to be added to the cell-free translation system include the following
factors. These factors are not limited to factors derived from prokaryotes such as E. coli, and factors derived from
eukaryotes may also be used. These factors and the methods for purifying these factors are known (JP 2003-102495 A).
Initiation Factors (IFs)
Elongation factors (EFs)
Aminoacyl-tRNA synthetase
Methionyl-tRNA transformylase (MTF)
[0082] Although a releasing factor may also be contained, a releasing factor is preferably not contained, for stable
maintenance of the complex between the protein and the polynucleotide on the ribosome.
[0083] The initiation factor is a factor that is indispensable for, or that remarkably promotes, formation of an initiation
complex. As initiation factors derived from E. coli, IF1, IF2 and IF3 are known (Claudio O et al. (1990) Biochemistry, vol.
29, p. 5881-5889). The initiation factor IF3 promotes dissociation of the 70S ribosome into the 30S subunit and the 50S
subunit, which is a step necessary for initiation of translation, and inhibits insertion of tRNAs other than formylmethionyl
tRNA into the P site upon formation of the initiation complex. The initiation factor IF2 is bound to formylmethionyl tRNA
and carries the formylmethionyl tRNA to the P site ofthe 30S ribosome subunit, to form an initiation complex. The initiation
factor IF1 promotes the functions of the initiation factors IF2 and IF3. For example, in cases where initiation factors
derived from E. coli are used, they may be used at 0.01 mM to 300 mM, preferably 0.04 mM to 60 mM.
[0084] As elongation factors derived from E. coli, EF-Tu, EF-Ts and EF-G are known. As the elongation factor EF-Tu,
two types, the GTP type and the GDP type, are known, and the GTP type is bound to an aminoacyl-tRNA and carries
the aminoacyl-tRNA to the A site of the ribosome. When EF-Tu is released from the ribosome, GTP is hydrolyzed to
cause its conversion to the GDP type (Pape T et al, (1998) EMBO J, vol. 17, p. 7490-7497). The elongation factor EF-
Ts is bound to EF-Tu (GDP type), to promote its conversion to the GTP type (Hwang YW et al. (1997) Arch. Biochem.
Biophys., vol. 348, p. 157-162). The elongation factor EF-G promotes the translocation reaction after the peptide bond
formation reaction in the process of the peptide chain elongation (Agrawal RK et al, (1999) Nat. Struck. Biol., vol. 6, p.
643-647, Rodnina MW. et al, (1999) FEMS Microbiology Reviews, vol. 23, p. 317-333). For example, in cases where
elongation factors derived from E. coli are used, they may be used at 0.005 mM to 200 mM, preferably 0.02 mM to 50 mM.
[0085] The aminoacyl-tRNA synthetase (AARS) is an enzyme that covalently binds an amino acid to a tRNA in the
presence of ATP to synthesize an aminoacyl-tRNA, and there are specific relationships between amino acids and
aminoacyl-tRNA synthetases (Francklyn C et al, (1997) RNA, vol. 3, p. 954-960; Proteins, Nucleic Acids and Enzymes,
vol. 39, p. 1215-1225 (1994)). For example, in cases where aminoacyl-tRNA synthetases derived from E. coli are used,
they may be used at 0.01 mg/ml to 10,000 mg/ml, preferably 0.05 mg/ml to 5,000 mg/ml.
[0086] Methionyl-tRNA transformylase (MTF) is an enzyme that synthesizes N-formylmethionyl (fMet) initiation tRNA,
wherein a formyl group is attached to the amino group of methionyl initiation tRNA, in protein synthesis in prokaryotes.
That is, methionyl-tRNA transformylase transfers the formyl group of FD to the amino group of the methionyl initiation
tRNA corresponding to the initiation codon, to form the fMet-initiation tRNA (Ramesh V et al, (1999) Proc. Natl. Acad.
Sci. USA, vol. 96, p. 875-880). The attached formyl group is recognized by the initiation factor IF2 and acts as the
initiation signal for protein synthesis. The protein synthesis system in the cytoplasm of eukaryotes does not have MTF,
but the protein synthesis systems in mitochondria and chloroplasts in eukaryotes have MTF. Preferred examples of the
MTF include those derived from E. coli, such as the one obtained from the E. coli K12 strain. In cases where MTF derived
from E. coli is used, it may be used at, for example, 100 U/ml to 1,000,000 U/ml, preferably 500 U/ml to 400,000 U/ml.
The activity herein is defined as 1 U when 1 pmol of fMet-initiation tRNA is formed in 1 minute. The formyl donor (FD)
as the substrate of MTF may be used at, for example, 0.1 mg/ml to 1000 mg/ml, preferably 1 mg/ml to 100 mg/ml.
[0087] In cases where the polynucleotide to be added to the reaction liquid is DNA, RNA polymerase for transcription
into mRNA may be contained. More specifically, the following RNA polymerases may be used. These RNA polymerases
are commercially available.
T7 RNA polymerase
T3 RNA polymerase
SP6 RNA polymerase In cases where T7 RNA polymerase is used, it may be used at 0.01 mg/ml to 5000 mg/ml, preferably
0.1 mg/ml to 1000 mg/ml. Further, in cases where a reconstruction-type cell-free translation system is used in CIS display
for increasing the efficiency of formation of the complex between Fab and DNA, endogenous RNA polymerase purified
from E. coli may be added as described in Nucleic Acid Research 2010, vol. 38, No. 13, e141. Further, a transcription
termination factor rho protein purified from E. coli may also be added as described in Nucleic Acid Research 1988, vol.
16, No. 14,6493.
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[0088] The cell-free translation system may also contain, in addition to the factors for transcription and translation,
auxiliary components. Examples of the auxiliary components include the following components.
[0089] Enzymes for regeneration of energy in the reaction system:

creatine kinase;
myokinase;
nucleoside diphosphate kinase; and the like.

[0090] Enzymes for degradation of inorganic pyrophosphate produced in transcription/translation:

Inorganic pyrophosphatase; and the like.

The above enzymes may be used at, for example, 0.01 mg/ml to 2000 mg/ml, preferably 0.05 mg/ml to 500 mg/ml.
[0091] The cell-free translation system preferably contains amino acids, nucleoside triphosphates, tRNAs and salts.
Further, in cases where the reaction system is derived from a prokaryotic cell such as E. coli, the cell-free translation
system preferably contains the methionyl-tRNA transformylase and 10-formyl 5,6,7,8-tetrahydrofolate (FD).
[0092] As the amino acids, naturally occurring amino acids as well as non-naturally occurring amino acids may be
used. These amino acids are carried by tRNAs by the action of aminoacyl-tRNA synthetases constituting the cell-free
translation system. Alternatively, the amino acids may be preliminarily charged to tRNAs before addition into the cell-
free translation system. The charging of an amino acid to tRNA herein means that tRNA is made to carry an amino acid
such that the amino acid can be used in the translation reaction on a ribosome. By adding non-naturally occurring amino
acids in the presence of artificial aminoacyl synthetases that recognize the non-naturally occurring amino acids, or by
using tRNAs charged with non-naturally occurring amino acids, the non-naturally occurring amino acids can be introduced
into specific codon sites of the protein. In cases where naturally occurring amino acids are used, they may be used at
0.001 mM to 10 mM, preferably 0.01 mM to 2 mM.
[0093] As the tRNAs, tRNAs purified from cells of E. coli, yeast or the like may be used. Artificial tRNAs wherein
anticodons and/or other bases are artificially modified may also be used (Hohsaka, Tet al. (1996) J. Am. Chem. Soc.,
vol. 121, p. 34-40, Hirao I et al (2002) Nat. Biotechnol., vol. 20, p. 177-182). For example, by charging a non-naturally
occurring amino acid to a tRNA having CUA as the anticodon, the UAG codon, which is originally a stop codon, can be
translated to the non-naturally occurring amino acid. Further, by using an artificial aminoacyl-tRNA wherein a non-
naturally occurring amino acid is charged to a tRNA having a 4-base codon as the anticodon, the non-naturally occurring
4-base codon can be translated to the non-naturally occurring amino acid (Hohsaka et al. (1999) J. Am. Chem. Soc.,
vol. 121, p. 12194-12195). As the method for preparing such an artificial tRNA, a method using RNA may also be used
(Japanese Translated PCT Patent Application Laid-open No. 2003-514572). By such methods, a protein having site-
specifically introduced non-naturally occurring amino acids can be synthesized. In cases where an E. coli tRNA mixture
is used, the tRNAs may be used at, for example, 0.1 A260/ml to 1000 A260/ml, preferably 1 A260/ml to 500 A260/ml.
[0094] The reconstruction-type cell-free translation system can be prepared by adding the factors to a buffer with a
constant pH of 7 to 8, which is suitable for transcription and translation. Examples of the buffer include potassium
phosphate buffer (pH 7.3) and Hepes-KOH (pH 7.6). In cases where Hepes-KOH (pH 7.6) is used, it may be used, for
example, at 0.1 mM to 200 mM, preferably 1 mM to 100 mM.
[0095] The cell-free translation system may also contain salts for the purposes of protecting the factors and maintaining
the activities. Specific examples of the salts include potassium glutamate, potassium acetate, ammonium chloride,
magnesium acetate, magnesium chloride and calcium chloride. These salts are used usually at 0.01 mM to 1000 mM,
preferably at 0.1 mM to 200 mM.
[0096] The cell-free translation system may also contain other low-molecular-weight compounds as substrates for
enzymes, and/or for the purpose of increasing or maintaining the activities. Specific examples of the compounds which
may be added to the cell-free translation system include substrates such as nucleoside triphosphates (e.g., ATP, GTP,
CTP and UTP); polyamines such as putrescine and spermidine; reducing agents such as dithiothreitol (DTT); and
substrates for regeneration of energy, such as creatine phosphate. These low molecular weight compounds may be
used usually at 0.01 mM to 1000 mM, preferably at 0.1 mM to 200 mM.
[0097] The cell-free translation system may be prepared according to the specific compositions described in Shimizu
et al. (Shimizu et al., Nat. Biotechnol. (2001) vol. 19, p. 751-755; Shimizu et al., Methods (2005) vol. 36, p. 299-304) or
Ying et al. (Ying et al., Biochem. Biophys. Res. Commun. (2004) vol. 320, p. 1359-1364). However, the concentration
of each factor may be increased or decreased as appropriate depending on the specific activity and/or the purpose of
the purified factor. For example, in cases where the energy consumption is high, ATP may be increased. Further,
depending on the codon usage in the mRNA to be translated, specific tRNAs may be added.
[0098] In cases where the protein is one which hardly forms a higher order structure, a group of proteins called
molecular chaperones may be contained. Specific examples of the molecular chaperones which may be added to the
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cell-free translation system include Hsp 100, Hsp90, Hsp70, Hsp60, Hsp40, Hsp 10 and low molecular weight Hsp, and
their homologues; and trigger factors in E. coli. Molecular chaperones are proteins known to assist formation of higher
order structures of proteins and prevent aggregation of proteins in the cell (Bukau and Horwich, Cell (1998) vol. 92, p.
351-366; Young et al., Nat. Rev. Mol. Cell Biol (2004) vol. 5, p. 781).
[0099] When Fab is expressed, disulfide bonds are formed in the molecule, so that the oxidation-reduction potential
of the reaction liquid is important. Therefore, DTT as a reducing agent may be removed from the reaction liquid, and/or
a cell-free translation system supplemented with glutathione may be used. Further, a cell-free translation system sup-
plemented with an enzyme(s) that promote(s) disulfide bonding and/or correct the bonds may be used. Specific examples
of such enzymes include protein disulfide isomerase (PDI) present in ER of eukaryotic cells, and DsbA and DsbC in E. coli.
[0100] By introducing the polynucleotide construct into the cell-free translation system as described above to perform
translation reaction, Fab can be obtained. The obtained Fab may be purified using an affinity column and/or the like.

<Screening Method>

[0101] The screening method of the present invention comprises the steps of: (i) introducing a polynucleotide construct
encoding a Fab library into a cell-free translation system to synthesize Fabs, and displaying the synthesized Fabs on
the polynucleotides encoding the Fabs; (ii) bringing the Fabs displayed on the polynucleotides into contact with an
antigen; (iii) selecting a Fab of interest that reacts with the antigen; and (iv) amplifying the polynucleotide encoding the
Fab of interest.
[0102] In the cell-free translation system as described above, Fab is displayed on a ribosome and/or mRNA based
on the given genetic information. In ribosome display, the polypeptide containing Fab is kept accompanied by the genetic
information (mRNA) encoding it by stalling of the ribosome on mRNA due to the presence of a ribosome stall sequence
at the 3’-end That is, a complex of the 3 factors, mRNA-nbosome-polypeptide is formed. On the other hand, in mRNA
display utilizing puromycin or a derivative thereof, the C-terminus of the polypeptide containing Fab is covalently bound
to the puromycin or a derivative thereof due to the presence of the puromycin or a derivative thereof at the 3’-end of the
polynucleotide construct (mRNA), and the link between the polypeptide containing Fab and the mRNA encoding it is
maintained. Further, in CIS display, the polypeptide containing Fab is expressed as a fusion protein with a DNA-binding
protein, and the link between the polypeptide containing Fab and the DNA encoding it is maintained by binding of the
DNA-binding protein to its target sequence on the DNA. In either method, by selecting Fabs bound to the antigen and
recovering mRNAs bound thereto, the genetic information of the Fabs is also recovered. From the mRNAs in the com-
plexes each containing a Fab bound to the target antigen and mRNA, cDNAs are synthesized, and the cDNAs are then
amplified by PCR. Transcription/translation reaction is then performed again. By repeating these steps, antibodies against
the antigen of interest can be obtained.
[0103] The above process is described below more concretely.
[0104] The size of the Fab gene library is usually not less than 13108, preferably not less than 13109, more preferably
not less than 131010, still more preferably not less than 131012.
[0105] The Fab library expressed from the Fab gene library is brought into contact with the target substance (antigen),
and Fabs that bind to the target substance are selected from the Fab library, followed by amplification of the polynucle-
otides encoding the Fabs.
[0106] For selection of the Fabs bound to the target substance, the Fabs bound to the target substance need to be
screened from numerous Fabs that are not bound to the target substance. This is carried out by the known method
called panning (Coomber (2002) Method Mol. Biol., vol. 178, p. 133-145). A basic protocol for panning is as follows.

(1) The Fab library is brought into contact with the target substance. The target substance may be bound to a carrier
such as a bead, plate or column, and a sample containing the complex between the Fab and the polynucleotide
may be brought into contact therewith (solid-phase selection). Alternatively, selection in the liquid phase may be
carried out wherein, for example, the target substance is biotinylated and bound to the Fab, and the complex between
the target substance and the Fab is recovered with streptavidin magnetic beads. Further, the solid-phase selection
and the liquid-phase selection may be used in combination. By carrying out a plurality of rounds of screening such
that the solid-phase selection is first performed and the liquid-phase selection is performed later, high-affinity anti-
bodies can be efficiently selected.
(2) Other Fabs which are unbound to the target substance and contained in the library are removed. For example,
such Fabs can be removed by washing. The washing can be carried out with a washing liquid which is used for
washing after usual antigen-antibody reaction, and, in cases where screening is carried out for obtaining a Fab
having higher affinity than the parent Fab, the washing is preferably carried out under conditions where the bond
between the parent Fab and the antigen is maintained while weaker bonds are removed.
(3) The Fabs that were not removed, that is, the Fabs that were specifically bound to the target substance, are
recovered.
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(4) The operations of (1) to (3) are repeated a plurality of times as required.

[0107] In cases of ribosome display, mRNA display or CIS display, when the series of steps are repeated, the poly-
nucleotide in the recovered complex containing the polypeptide-polynucleotide is amplified before Step (1). For example,
mRNA can be amplified by RT-PCR. By the RT-PCR, DNA is synthesized using the mRNA as a template. The DNA
may be transcribed into mRNA again to use it for formation ofthe complex. Figs. 7 and 8 are schematic diagrams showing
examples of the screening method for Fab, wherein the series of operations, that is, transcription ofDNAs into mRNAs;
translation of the mRNAs to produce Fabs; selection of Fabs bound to an antigen; and recovery and amplification of the
mRNAs wherefrom; are shown.
[0108] By the above operations, polynucleotides encoding Fabs that specifically bind to the antigen of interest are
enriched. The amino acid sequence information of the Fab of interest can be identified by analyzing the sequence of
the obtained polynucleotide.
[0109] In cases where an antibody against the antigen of interest has already been obtained and the sequences ofthe
CDRs of the antibody are known, an antibody having even higher affinity can be obtained by using the screening method
of the present invention.
[0110] That is, the present invention provides a method for screening Fab, which method comprises the steps of:

(I) providing a plurality of types of the polynucleotide construct ofthe present invention, in each of which the Fab first
chain-coding sequence or the Fab second chain-coding sequence encodes an amino acid sequence comprising a
single amino acid substitution at a single position in a CDR in the amino acid sequence ofthe Fab first chain or the
Fab second chain of the parent antibody, such that single amino acid substitutions are contained for a plurality of
positions in the CDRs of the Fab first chain and the Fab second chain;
(II) carrying out first screening wherein the Steps (i) to (iv) are repeated using the plurality of types of the polynucleotide
construct, to screen a plurality of high-affinity Fabs;
(III) analyzing single amino acid substitutions at respective positions in the CDRs of the Fab first chain and the Fab
second chain in the plurality of Fabs selected in the first screening step;
(IV) providing the polynucleotide construct of the present invention wherein the Fab first chain-coding sequence
and the Fab second chain-coding sequence encode amino acid sequences comprising combinations of the single
amino acid substitutions identified in the first screening at the respective positions in the CDRs of the Fab first chain
and Fab second chain sequences of the parent antibody; and
(V) carrying out second screening wherein the Steps (i) to (iv) are repeated using the polynucleotide construct, to
screen a high-affinity Fab.

[0111] The "plurality" in Step (I) is not restricted as long as it is 2 or more, and the "plurality" preferably means the
number of all amino acids in the CDRs.
[0112] The screening method for increasing the affinity of Fab is concretely described below.
[0113] However, the screening method of the present invention is not limited to this embodiment.
[0114] First, the amino acid sequence (parent sequence) of an antibody (parent antibody) against the antigen of interest
is provided. Subsequently, as shown in Fig. 24, polynucleotide constructs of the present invention each containing: an
H chain-coding sequence having the same amino acid sequence as in the parent antibody except that one of the total
amino acids in the CDRs of the H chain (8 amino acids in CDR-H1,11 amino acids in CDR-H2 and 12 amino acids in
CDR-H3-a total of 31 amino acids) has a single amino acid substitution (which preferably allows appearance of all 20
naturally-occurring amino acids including the parent amino acid); and the L chain-coding sequence of the parent antibody,
are provided in a number equal to the number of all amino acids (31 amino acids in total) in the CDRs of the H chain
(H-chain library).
[0115] Further, polynucleotide constructs each containing: an L chain-coding sequence having the same amino acid
sequence as in the parent antibody except that one of the total amino acids in the CDRs of the L chain (7 amino acids
in CDR-L1,6 amino acids in CDR-L2 and 6 amino acids in CDR-L3-a total of 19 amino acids) has a single amino acid
substitution (which preferably allows appearance of all 20 naturally occurring amino acids including the parent amino
acid); and the H chain-coding sequence of the parent antibody; are provided in a number equal to the number of all
amino acids (19 amino acids in total) in the CDRs of the L chain (L-chain library).
[0116] Using the above H-chain library and the L-chain library as a primary library, Steps (i) to (iv) are repeated to
carry out screening of high-affinity antibodies (first screening).
[0117] Since the polynucleotide sequences encoding the high-affinity antibodies are enriched by the first screening,
the plurality of enriched sequences are analyzed to select amino acid substitutions frequently observed at respective
positions in the CDRs of the H chain and the L chain as amino acid substitutions preferred for increasing the affinity.
[0118] Although sequence analysis of the polynucleotides can be carried out by conventional sequencing, a next-
generation sequencer is preferably used since cloning of the Fab-coding sequences amplified by the screening is not
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necessary; large-scale comprehensive sequence analysis is possible; and the time required for screening can be largely
reduced.
[0119] There term "next-generation sequencer" herein is used in contrast to the first-generation sequencer represented
by the fluorescent capillary sequencer utilizing the Sanger sequencing method. This term actually includes various
apparatuses and techniques, and invention of various modes of such a sequencer can be expected also in the future
(Mardis, Annu. Rev. Genom. Human Genet. (2008) vol. 9, p. 387-402; Persson et al., Chem. Soc. Rev. (2010) vol. 39,
p. 985-999).
[0120] In contrast to the first-generation sequencer which is generally used for sequencing of DNA cloned using a
vector-host system, the next-generation sequencer enables rapid determination of DNA sequences in samples without
cloning of DNA using a vector-host system, while DNA samples having various sequences can be analyzed therewith.
[0121] In determination of DNA sequences using a first-generation sequencer, the DNA sequences of individual clones
are determined by the following process:

(i) incorporation of each DNA fragment into a vector such as a plasmid, and transformation of a host such as E. coli
with the resultant;
(ii) cloning by isolation of host colonies;
(iii) culture of clones in a number dependent on the scale of the analysis, and extraction of their plasmids;
(iv) sequencing reaction by PCR or the like using each plasmid or the like as a template; and
(v) separation, detection and analysis of the sequencing reaction product by capillary electrophoresis and/or the like.

In cases where the DNA sequences of a large number of clones are to be determined at once, the reactions/treatments
in the Steps (ii) to (v) after cloning need to be carried out separately for each clone, so that the amount of labor required
is proportional to the number of clones to be analyzed.
[0122] On the other hand, in DNA sequencing using a next-generation sequencer, DNA fragments having various
sequences are individually cloned on a vast number of analytical spots on a substrate for analysis and subjected to
massively parallel sequence analysis, by application of an amplification technique such as single-molecule PCR including
Emulsion PCR and Bridge PCR, or a highly sensitive detection technique such as single molecule observation. Therefore,
the sequences of, for example, 106 to 109 clones formed on a single substrate for analysis can be determined by a single
reaction/treatment irrespective of the number of clones to be analyzed.
[0123] The next-generation sequencer which is most common at present is based on a principle in which sequential
DNA synthesis with DNA polymerase or DNA ligase is used for massively parallel determination of nucleotide sequences
by optical detection of fluorescence, luminescence or the like. Examples of known methods using DNA polymerase
include GS FLX (Roche Diagnostics) and Solexa (Illumina), and examples of known methods using DNA ligase include
SOLiD (Applied Biosystems) and Polonator (Dover Systems). Further, HeliScope (Helicos Biosciences), SMRT (Pacific
Biosciences) and the like are known, which determine nucleotide sequences by single-molecule real-time observation
wherein a single molecule of DNA is used as a template for synthesis of DNA by DNA polymerase and the reaction for
each single base is optically detected with fluorescence, luminescence or the like. Other reported examples include a
principle called Post-light sequencing, wherein massively parallel determination of nucleotide sequences is carried out
by a detection method other than optical detection of fluorescence, luminescence or the like. Examples of methods that
correspond to this principle include Ion Torrent Systems, wherein a semiconductor (CMOS) chip is used to detect
hydrogen ions (pH change) released upon incorporation of each base by DNA polymerase, in order to determine nu-
cleotide sequences. Other known examples include Nanopore (Oxford Nanopore Technologies).
[0124] The amino acid sequences obtained by the first screening, containing the combinations of single amino acid
substitutions in the amino acids of CDRs in the H chain and the L chain, are used as the secondary library. For example,
in cases where the first screening suggested that the first amino acid is preferably substituted to Ala or Thr and the
second amino acid is preferably substituted to Ile or Leu in the first CDR of the H chain (H1), the library to be used in
the second screening, that is, the secondary library, is prepared by designing nucleotide sequences such that the first
amino acid is Ala or Thr and the second amino acid is Ile or Leu, and other amino acids also show preferred combinations
of amino acids obtained in the first screening. It should be noted that the preferred mutant amino acids obtained in the
first screening and the amino acids in the parent sequence may be combined to provide the secondary library.
[0125] Using the thus obtained secondary library, Steps (i) to (iv) are repeated to carry out the second screening. By
this, many types of antibodies having remarkably improved affinity to the antigen relative to the parent antibody can be
obtained. The remarkable improvement of affinity to the antigen relative to the parent antibody can be analyzed by SPR,
ELISA or the like.
[0126] The polynucleotide construct of the present invention may be used as a component of a kit for production and/or
screening of Fabs.
[0127] The principle of two-step affinity maturation in the Ymacs method of the present invention, which comprises
the steps of searching of potentially beneficial single amino acid substitutions from the primary library and searching of
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the optimal combination of these beneficial single amino acid substitutions from the secondary library, can be applied
to improvement ofthe affinity of not only Fab fragments of antibodies but also scFv, full-length antibodies and other
target-binding proteins to the target, in combination with a wide range of protein display systems.
[0128] That is, the present invention provides a method for maximizing the affinity of a target-substance-binding protein
to a target substance (method for obtaining a mutant-type target-substance-binding protein having improved affinity to
a target substance), which method comprises the steps of:

(I) constructing single-position libraries wherein one amino acid among all amino acid positions constituting a target-
substance-binding site in a target-substance-binding protein is randomized to all the 20 types of naturally-occurring
amino acids, to provide as many single-position libraries as the number of the all amino acid positions;
(II) constructing a primary library by integrating all of, or an appropriate unit of, these single-position libraries (prep-
aration of primary-library polynucleotide constructs);
(III) selecting the primary library using a protein display system based on the affinity to a target;
(IV) determining the polynucleotide sequence information of the selected sample of the primary library obtained in (III);
(V) extracting single amino acid substitutions frequently observed (preferably 2 or more times) in the nucleotide
sequence information;
(VI) constructing a secondary library comprising combinations ofthe frequently observed single amino acid substi-
tutions (preparation of secondary-library polynucleotide constructs); and
(VII) selecting the secondary library using a protein display system based on the affinity to a target.

[0129] In cases where the primary library is constructed by integration of an appropriate unit in Step (II), the single-
position libraries constructed in Step (I) may be divided into 2 or more groups, to provide 2 or more types of primary
libraries. Further, the secondary library constructed in (VI) may contain, in addition to the frequently observed single
amino acid substitutions, the parent amino acids encoded by the parent antibody.
[0130] Examples of the target-substance-binding protein herein include antigen-binding proteins and cytokines.
[0131] Examples of the antigen-binding protein include Fab, scFv and full-length antibodies, and the antigen-binding
protein may also be a protein that is not classified as an antibody, as long as it specifically binds to an antigen.
[0132] Further, a mutation(s) may also be introduced into a cytokine for increasing its binding capacity to a receptor.
[0133] The protein display system is not limited as long as the system allows association of proteins with the polynu-
cleotides encoding them, and examples of the protein display system include not only the above-described cell-free
systems such as ribosome display, mRNA display and CIS display, but also other protein display systems such as phage
display (Non-patent Document 1), bacterial surface display (Jose, Appl. Microbiol. Biotechnol. (2006) vol. 69, p. 607-614),
yeast surface display (Feldhaus et al., Nat. Biotechnol. (2003) vol. 21, p. 163-70), and cell surface display with a higher
eukaryote(Horlick, WO2008/103475). The part other than the coding region for the target substance-binding protein in
the single-position library polynucleotide may have the same constitution as a known vector for each protein display.
The coding region for the target substance-binding protein contained in the library polynucleotide may encode either the
full-length of the target substance-binding protein or a part of the target substance-binding protein wherein the target
substance-binding site is contained.
[0134] A more concrete description is given below by way of an example.
[0135] For example, in cases where the target substance-binding site in the target substance-binding protein (wild
type) is a region composed of 10 amino acids, a total of 10 types of single-position libraries in each of which 20 amino
acids appear at a single position among the 1st to 10th positions are provided.
[0136] These 10 types of single-position libraries are combined to prepare a primary library, and this library is subjected
to the selection based on the affinity to the target substance. More specifically, the Steps (I’) to (iv’) described below are
repeated to concentrate sequences having high affinity to the target substance (first screening):

(i’) the step of introducing the library into a protein display system to allow expression of the target substance-binding
proteins, and displaying the target substance-binding proteins on the polynucleotides encoding the proteins;
(ii’) the step of bringing the target substance-binding proteins into contact with a target substance;
(iii’) the step of selecting target substance-binding proteins of interest that react with the target substance; and
(iv’) the step of amplifying the polynucleotides encoding the target substance-binding proteins of interest.

[0137] These steps may be carried out in the same manner as the operations in normal protein display.
[0138] In Step (ii’), the target substance may be bound to a carrier such as a bead, plate or column, and a sample
containing complexes between the target substance-binding proteins and the polynucleotides may be brought into
contact therewith (solid-phase selection). Alternatively, selection in the liquid phase may be carried out wherein, for
example, the target substance is biotinylated and bound to the target substance-binding proteins, and the complexes
between the target substance and the target substance-binding proteins are recovered with streptavidin magnetic beads.



EP 2 647 704 B1

21

5

10

15

20

25

30

35

40

45

50

55

Further, the solid-phase selection and the liquid-phase selection may be used in combination. By carrying out a plurality
of rounds of screening such that the solid-phase selection is first performed and the liquid-phase selection is performed
later, high-affinity proteins can be efficiently selected.
[0139] For removing non-specific binding, a washing operation is preferably carried out between (ii’) and (iii’). The
washing is preferably carried out under conditions where the bond between the wild-type target substance-binding protein
and the target substance is maintained while weaker bonds are removed.
[0140] Since the polynucleotide sequences encoding proteins having high affinity to the target substance are enriched
by the first screening, the sequences of the plurality of enriched target substance-binding sites are analyzed to select
amino acid substitutions frequently observed at respective positions in the CDRs ofthe H chain and the L chain as amino
acid substitutions preferred for increasing the affinity.
[0141] Although sequence analysis of the polynucleotides may be carried out by conventional sequencing, a next-
generation sequencer is preferably used since cloning of the coding sequences for the target substance-binding proteins
amplified by the screening is not necessary; large-scale comprehensive sequence analysis is possible; and the time
required for screening can be largely reduced.
[0142] There term "next-generation sequencer" herein is used in contrast to the first-generation sequencer represented
by the fluorescent capillary sequencer utilizing the Sanger sequencing method. This term actually includes various
apparatuses and techniques, and invention of various modes of such a sequencer can be expected also in the future
(Mardis, Annu. Rev. Genom. Human Genet. (2008) vol. 9, p. 387-402; Persson et al., Chem. Soc. Rev. (2010) vol. 39,
p. 985-999).
[0143] In contrast to the first-generation sequencer which is generally used for sequencing of DNA cloned using a
vector-host system, the next-generation sequencer enables rapid determination of DNA sequences in samples without
cloning of DNA using a vector-host system, while DNA samples having various sequences can be analyzed therewith.
[0144] In determination of DNA sequences using a first-generation sequencer, the DNA sequences of individual clones
are determined by the following process:

(i) incorporation of each DNA fragment into a vector such as a plasmid, and transformation of a host such as E. coli
with the resultant;
(ii) cloning by isolation of host colonies;
(iii) culture of clones in a number dependent on the scale of the analysis, and extraction of their plasmids;
(iv) sequencing reaction by PCR or the like using each plasmid or the like as a template; and
(v) separation, detection and analysis of the sequencing reaction product by capillary electrophoresis and/or the like.

In cases where the DNA sequences of a large number of clones are to be determined at once, the reactions/treatments
in the Steps (ii) to (v) after cloning need to be carried out separately for each clone, so that the amount of labor required
is proportional to the number of clones to be analyzed.
[0145] On the other hand, in DNA sequencing using a next-generation sequencer, DNA fragments having various
sequences are individually cloned on a vast number of analytical spots on a substrate for analysis and subjected to
massively parallel sequence analysis, by application of an amplification technique such as single-molecule PCR including
Emulsion PCR and Bridge PCR, or a highly sensitive detection technique such as single molecule observation. Therefore,
the sequences of, for example, 106 to 109 clones formed on a single substrate for analysis can be determined by a single
reaction/treatment irrespective of the number of clones to be analyzed.
[0146] The next-generation sequencer which is most common at present is based on a principle in which sequential
DNA synthesis with DNA polymerase or DNA ligase is used for massively parallel determination of nucleotide sequences
by optical detection of fluorescence, luminescence or the like. Examples of known methods using DNA polymerase
include GS FLX (Roche Diagnostics) and Solexa (Illumina), and examples of known methods using DNA ligase include
SOLiD (Applied Biosystems) and Polonator (Dover Systems). Further, HeliScope (Helicos Biosciences), SMRT (Pacific
Biosciences) and the like are known, which determine a nucleotide sequence by single-molecule real-time observation
wherein a single molecule of DNA is used as a template for synthesis of DNA by DNA polymerase and the reaction for
each single base is optically detected with fluorescence, luminescence or the like. Other reported examples include a
principle called Post-light sequencing, wherein massively parallel determination of nucleotide sequences is carried out
by a detection method other than optical detection of fluorescence, luminescence or the like. Examples of methods that
correspond to this principle include Ion Torrent Systems, wherein a semiconductor (CMOS) chip is used to detect
hydrogen ions (pH change) released upon incorporation of each base by DNA polymerase, in order to determine nu-
cleotide sequences. Other known examples include Nanopore (Oxford Nanopore Technologies).
[0147] By comprehensively analyzing the sequences obtained by the first screening using a next-generation sequencer,
the sequences can be used in the second screening without cloning (cloning into a vector followed by expression of the
individual sequences), so that the time required for screening can be largely reduced, which is advantageous. However,
the sequences may be partially cloned and subjected to investigation of the binding capacity for the purpose of, for
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example, confirmation of the efficiency of the first screening.
[0148] Subsequently, the single amino acid substitutions of the respective amino acids in the target substance-binding
site, obtained by the sequence analysis in the first screening, are combined to prepare the secondary library. For example,
in cases where the first screening suggested that the first amino acid is preferably substituted to Ala or Thr and the
second amino acid is preferably substituted to Ile or Leu in the target substance-binding site, the library to be used in
the second screening, that is, the secondary library, is prepared by designing nucleotide sequences such that the first
amino acid is Ala or Thr and the second amino acid is Ile or Leu, and other amino acids also show preferred combinations
of amino acids obtained in the first screening. It should be noted that the preferred mutant amino acids obtained in the
first screening and the amino acids in the parent sequence may be combined to provide the secondary library.
[0149] Using this secondary library, Steps (i’) to (iv’) are repeated to carry out the second screening. By this, many
types of proteins having remarkably improved affinity to the target substance relative to the parent protein can be obtained.
The remarkable improvement of affinity to the target substance relative to the parent protein can be analyzed by SPR,
ELISA or the like.

EXAMPLES

[0150] The present invention is described below more concretely by reference to Examples. However, the present
invention is not limited to the embodiments below.

[Example 1] Preparation of Model Fab:

[0151] As the framework of the Fab to be used in the cell-free Fab display system, the combination of VL k subgroup
I and VH subgroup III, which is one of the major antibody subclasses in human, excellent in expression efficiency in E.
coli (Kanappik et al., J Mol Biol. (2000) vol. 296, p. 57-86) and reported to be effective in a cell-free scFv display system
(Shibui et al., Appl Microbiol Biotechnol. (2009) vol. 84, p. 725-732), was selected. As a model Fab having the above-
described framework to be used for confirmation of the performance of the cell-free Fab display system, the human
EGFR-2 (Her-2)-reactive Fab reported by Carter et al. (Carter et al., Proc Natl Acad Sci USA. (1992) vol. 89, p. 4285-4289)
was selected to provide Fab-HH.
[0152] As another model Fab, Fab-TT was provided by substituting the CDR 1-3 regions in the L chain and the H
chain of Fab-HH by the sequence of the TNFαR-reactive scFv discovered by the cell-free scFv display system by Shibui
et al. (Shibui et al., Biotechnol. Lett. (2009) vol. 31, p. 1103-1110).
[0153] cDNAs encoding the VL domain and the VH domain of these 2 types of model Fabs were artificially synthesized.
Further, cDNAs encoding the CL domain and the CH1 domain were obtained by PCR using the genomic DNA of a
human cancer cell line as a template. The obtained cDNA fragments were incorporated into an E. coli expression vector
pTrc99A to construct pTrc Fab-HH and pTrc Fab-TT as vectors to be used for bicistronic secretory expression of the
model Fabs. Further, the original combinations of the L chain and the H chain were intentionally changed to provide
Fab-HT (the combination of the Her-2-reactive L chain and the TNFαR-reactive H chain) and Fab-TH (the combination
of the TNFαR-reactive L chain and the Her-2-reactive H chain), and pTrc Fab-HT and pTrc Fab-TH which express these
were constructed. In this process, a myc tag was attached to the C-terminus of the L chain, and a dual FLAG tag and
a His tag were consecutively attached to the C-terminus of the H chain. A schematic view of the structure of the unit
that bicistronically expresses Fab in the pTrc Fab vector is shown in Fig. 9.
[0154] The nucleotide sequence ofpTrc Fab-HH is shown in SEQ ID NO:1, and the amino acid sequence encoded
thereby is shown in SEQ ID NOs:2 and 3. The nucleotide sequence of pTrc Fab-TT is shown in SEQ ID NO:4, and the
amino acid sequence encoded thereby is shown in SEQ ID NOs:5 and 6. The nucleotide sequence of pTrc Fab-HT is
shown in SEQ ID NO:7, and the amino acid sequence encoded thereby is shown in SEQ ID NOs:8 and 9. The nucleotide
sequence of pTrc Fab-TH is shown in SEQ ID NO:10, and the amino acid sequence encoded thereby is shown in SEQ
ID NOs:11 and 12.
[0155] The E. coli DH5α strain having the pTrc Fab vector was cultured in LB medium supplemented with 100 mg/ml
ampicillin, and IPTG was added thereto during the logarithmic phase at a final concentration of 0.1 mM to induce
expression of the model Fab into the culture supernatant. The culture supernatant was recovered 18 hours after the
addition of IPTG, and the model Fab contained therein was bound to Ni-NTA agarose beads (QIAGEN) using the His
tag attached at the C-terminus of the H chain. After washing the beads, elution was carried out with PBS supplemented
with imidazole at a final concentration of 250 mM. The eluted fraction was dialyzed against PBS, to prepare a high-purity
model Fab. The concentration of the model Fab was calculated based on the absorbance at 280 nm under the assumption
of 1 OD =1 mg/ml. The model Fab samples were separated by 5-20% gradient gel SDS-PAGE, followed by staining
with Coomassie Blue. The result is shown in Fig. 10. It can be seen that the purity of each prepared model Fab is sufficient.
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[Example 2] Evaluation of Activities, Specificities and L chain-H chain Interdependencies of Model Fabs:

[0156] Each of Her-2 and TNFαR (R&D systems) as an antigen protein for the model Fab was diluted with PBS to 1
mg/ml. The diluted antigen was placed on an ELISA plate, and immobilized on the plate by incubation at 4°C oversight.
After washing the well, the model Fab was added thereto to bind the model Fab to the antigen. After washing the well,
a 1000-fold diluted HRP-labeled anti-FLAG antibody (Sigma) as a detection antibody was added to the well, to bind the
detection antibody to the FLAG tag attached to the model Fab. After washing the well, a colorimetric substrate for HRP
was added thereto. When an appropriate degree of coloring was achieved, a stop solution was added to the well, and
the absorbance was measured at OD 405 nm. Fig.11 shows the result of titration of the 4 types of model Fabs over a
wide range of concentration using Her-2 as the antigen protein. It can be seen that Fab-HH binds to Her-2 strongly
(ED50=2nM). Fig. 12 shows the result obtained by bringing each ofthe 4 types of model Fabs at high concentrations
(7.1,1.8,2.9 and 5.8 mM, respectively, for HH, TT, HT and TH) into contact with each of the two types of antigen proteins.
It can be seen that Fab-HH binds to Her-2 but does not bind to TNFαR, and that Fab-TT binds to TNFαR but does not
bind to Her-2. Further, since neither ofthe hybrid Fabs, Fab-HT and Fab-TH, binds to any of the antigens, it can be seen
that the binding of Fab-HH to Her-2 and the binding of Fab-TT to TNFαR are L chain-H chain interdependent, and that
a correct combination of the L chain and the H chain is necessary for binding to an antigen protein.

[Example 3] Construction of Vector for Bicistronic Fab-PRD:

[0157] A sequence having a very similar amino acid sequence to that of the above-described Fab-HH and reported
by Fellouse et al. (Fellouse et al., J. Mol. Biol. (2007) vol. 373, p. 924-940) to show even higher expression efficiency
in E. coli was provided as Fab-SS. For the display of this sequence in a cell-free system, a DNA fragment for bicistronic
Fab-PRD was artificially synthesized using codons optimized for E. coli. The synthesized fragment was incorporated
into a general-purpose phagemid vector pBluescript SK(+) to construct pGAv2-SS. Subsequently, the CDR 1-3 regions
in the L chain and the CDR 1-3 regions in the H chain of pGAv2-S S were replaced by the corresponding regions in pTrc
Fab-HH, to construct pGAv2-HH. Similarly, using pGAv2-SS and pTrc Fab-TT, pGAv2-TT was constructed. Subse-
quently, by introducing a XhoI recognition site into the most downstream part of the GS linker downstream of the L chain
of pGAv2-HH without changing the amino acid sequence, pGAv2-HH xhoI was constructed. A schematic view of the
structure ofthe DNA fragment for bicistronic Fab-PRD is shown in Fig. 13.

[Example 4] Construction of Vector for Monocistronic Fab-PRD:

[0158] In pGAv2-HH xhoI and pGAv2-TT for bicistronic Fab-PRD, the region from the first amino acid in the ribosome
stall sequence downstream of the L chain to the first methionine in the H chain was replaced by a sequence encoding
a FLAG tag, and, via this FLAG tag, the C-terminus of the GS linker downstream of the L chain was linked in-frame to
the H chain, to construct vectors for monocistronic Fab-PRD, pGAv6-HH xhoI and pGAv6-TT. A schematic view of the
structure of the DNA fragment for monocistronic Fab-PRD is shown in Fig. 14.

[Example 5] Preparation of Template DNA:

[0159] Template DNA fragments for in vitro transcription were amplified by PCR using, as a template, each of pGAv2-
HH xhoI and pGAv2-TT for bicistronic Fab-PRD and each of pGAv6-HH xhoI and pGAv6-TT for monocistronic Fab-
PRD. As an enzyme for PCR, PrimeStarMax (Takara) was used, and, as primers, the combination of PURE-rt-1F and
PURE-3R or the combination of SL-1F and SL-2R was used. The amplified template DNA fragments for in vitro tran-
scription were purified by phenol/chloroform extraction and isopropanol precipitation. The concentration of each template
DNA fragment for in vitro transcription was calculated based on the absorbance at 260 nm under the assumption of 1
OD = 50 mg/ml. The sequences of the template DNA fragments for in vitro transcription amplified from the 4 types of
vectors using the primer set of SL-1F and SL-2R were as follows. For bicistronic Fab-PRD
pGAv2-HH xhoI, SEQ ID NO:13 (for the amino acid sequence, see SEQ ID NOs:14 (L) and 15 (H))
pGAv2-TT, SEQ ID NO:16 (for the amino acid sequence, see SEQ ID NOs:17 (L) and 18(H))
For monocistronic Fab-PRD
pGAv6-HH xhoI, SEQ ID NO:19 (for the amino acid sequence, see SEQ ID NO:20) pGAv6-TT, SEQ ID NO:21 (for the
amino acid sequence, see SEQ ID NO:22)
[0160] The sequences of the primers used were as follows.

PURE-rt-1F: (caatttcggtaatacgactcactatagggagaatttaggtgacactatagaagtg) (SEQ ID NO:23)
PURE-3R: (caggtcagacgattggccttg) (SEQ ID NO:24)
SL-1F: (caatttcggtaatacgactcactatagggagaccacaacggtttcccatttaggtgacactatagaagtg) (SEQ ID NO:25)
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SL-2R: (ccgcacaccagtaaggtgtgcggcaggtcagacgattggccttgatattcacaaacg) (SEQ ID NO:26)

[Example 6] mRNA Synthesis:

[0161] mRNA synthesis was carried out using 500 ng of a template DNA fragment and 2.7 mg of purified T7 RNA
polymerase, at a scale of 50 ml. After the synthesis reaction at 37°C for 60 minutes, 1 ml of RNase-free DNase (Promega)
was added to the reaction solution to degrade the template DNA by the reaction at 37°C for 10 minutes. The mRNA was
purified by phenol/chloroform extraction and isopropanol precipitation, and dissolved in 30 ml of nuclease-free water
(Promega). The concentration of the mRNA was calculated based on the absorbance at 260 nm under the assumption
of 1 OD = 40 mg/ml.

[Example 7] Translation of mRNA by Reconstruction-type Cell-free Translation System (PURE system):

[0162] The translation factors and the ribosomes constituting the PURE system were prepared according to the meth-
ods described in reports by Shimizu et al. (Shimizu et al., Nat Biotechnol. (2001) vol. 19, p. 751-755) and Ohashi et al.
(Ohashi et al., Biochem Biophys Res Commun. (2007) vol. 352, p. 270-276). Translation reaction was carried out using
2 pmol of mRNA and 20 pmol of ribosomes at a scale of 20 ml. In terms of the oxidation-reduction conditions, oxidized
glutathione and reduced glutathione, and protein disulfide isomerase were removed, and 1 mM DTT was added to
perform the translation reaction under reducing conditions. After the translation reaction at 37°C for 20 minutes, oxidized
glutathione was added at a final concentration of 2.5 mM to neutralize DTT.

[Example 8] Biotinylation, and Confirmation of Quality of Antigen:

[0163] Each of Her-2 and TNFαR (R&D systems) was dissolved in PBS at 0.5 mg/ml. As a biotinylation reagent, 1.1
ml (for Her-2) or 3.6 ml (for TNFαR) of Sulfo-NHS-SS-Biotin (Thermo Scientific) prepared at a concentration of 0.6 mg/ml
(for Her-2) or 4.0 mg/ml (for TNFαR) in PBS was added to 100 ml of the antigen solution, and the reaction was allowed
to proceed at room temperature of 1 hour. The reaction product was passed through a gel filtration spin column to remove
unreacted biotinylation reagent. Avidin (Calbiochem) was diluted to 2 mg/ml with PBS. The diluted avidin was placed on
an ELISA plate and incubated at 4°C overnight for immobilization on the plate. After washing the well, the biotinylated
antigen was added thereto to bind the biotinylated antigen to the avidin. After washing the well, the high-purity model
Fab prepared in Example 1 was added thereto to bind the model Fab to the biotinylated antigen. After washing the well,
a 1000-fold diluted HRP-labeled anti-FLAG antibody (Sigma) as a detection antibody was added to the well, to bind the
detection antibody to the FLAG tag attached to the model Fab. After washing the well, a colorimetric substrate for HRP
was added thereto. When an appropriate degree of coloring was achieved, a stop solution was added to the well, and
the absorbance was measured at OD 405 nm. The obtained result is shown in Fig. 15. It can be seen that the 2 types
of biotinylated antigens have simultaneous reactivity to avidin and the corresponding model Fab.

[Example 9] Selection of Fab by PRD (Fab-PRD):

[0164] By reference to the method reported by Ohashi et al. (Ohashi et al., Biochem Biophys Res Commun. (2007)
vol. 352, p. 270-276), in vitro selection of Fab was carried out by ribosome display based on the PURE system (PRD).
Thirty microliters of M-280 streptavidin magnetic beads (DYNAL) were washed, and 5 pmol of the biotinylated antigen
protein prepared in Example 8 was added thereto, followed by allowing the reaction to proceed at room temperature for
30 minutes in order to immobilize the bait protein on the magnetic beads. The magnetic beads were washed to provide
beads for selection. By the same procedure, beads for preclearing, on which the bait protein was not immobilized, were
prepared.
[0165] A small amount of Fab-HH xho was added to Fab-TT as a template DNA or mRNA to an arbitrary content, to
provide a sample before selection. This sample was used to prepare an in vitro translation product by the method
described in Example 7. The prepared product was mixed with the beads for preclearing, and the reaction was allowed
to proceed at 4°C for 30 minutes, followed by recovering the supernatant. The supernatant was mixed with the beads
for selection, and the reaction was allowed to proceed at 4°C for 30 minutes, followed by recovering the magnetic beads.
The magnetic beads were washed, and 100 ml of an elution buffer was added thereto, followed by allowing the reaction
to proceed at room temperature for 10 minutes. The elution buffer was prepared using (50 mM Tris-Cl pH 7.6, 150 mM
NaCl, 10 mg/ml budding yeast RNA) as a base, and DTT was further added thereto to a final concentration of 100 mM
in the case of reducing elution, or EDTA was added thereto to a final concentration of 50 mM in the case of chelate
elution. The mRNA bound to the magnetic beads via Fab was eluted by reductive cleavage ofthe S-S bond in the biotin
linker, in the case of reducing elution; or by dissociating the display molecule complex (complex of the 3 components,
mRNA ribosome-polypeptide) which is dependent on magnesium ions, in the case of chelate elution. From the eluted
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sample, mRNA was purified by phenol/chloroform extraction and isopropanol precipitation, or using RNaeasy RNA
purification kit (QIAGEN).
[0166] By the reaction using SuperScript III (Invitrogen) as reverse transcriptase, the eluted mRNA was converted to
cDNA. As a primer for the reverse transcription reaction, PURE-2R or PURE-3R was used. After amplification of cDNA
by PCR reaction using PrimeStarMax (Takara), the amplification product was purified by phenol/chloroform extraction
and isopropanol precipitation, to provide a DNA sample after selection. As PCR primers for amplification ofthe full-length
sequence of mRNA, the combination of PURE-rt-1F and PURE-3Ror the combination of SL-1F and SL-2R was used.
Further, as PCR primers for amplification of a partial fragment corresponding to the region from CDR3 in the L chain to
CDR1 in the H chain, the combination of L-CDRex-1F and H-CDRex-2R was used. The sequences of the primers used
were as shown below.

PURE-2R: (gacgattggccttgatattcacaaacg) (SEQ ID NO:27)
L-CDRex-1F: (attaaacgtaccgttgcagcaccgagc) (SEQ ID NO:28)
H-CDRex-2R: (tgagcctccaggctgaaccagaccac) (SEQ ID NO:29)

[Example 10] Confirmation of Specific Enrichment by Fab-PRD:

[0167] The DNA samples before selection and after selection were digested with XhoI, and separated with 1% agarose
gel, followed by staining with ethidium bromide. It is expected that the DNA sample before selection is hardly digested
with XhoI since it contains Fab-TT as the major component, but the DNA sample after selection has higher sensitivity
to XhoI since the content of Fab-HH xho is higher. Based on such an increase in the sensitivity of the DNA sample to
XhoI, enrichment ofFab-HH DNA was confirmed. The result of Fab-HH selection by single-round bicistronic or mono-
cistronic Fab-PRD using Her-2 as a bait protein is shown below.
[0168] From a sample with a TT/HH ratio of 10, Fab-HH was selected by bicistronic Fab-PRD, and a partial fragment
corresponding to the region from CDR3 in the L chain to CDR1 in the H chain was amplified to evaluate the sensitivity
to XhoI. The result is shown in Fig. 16. In the cases where an mock elution buffer (WB) which does not contain a
component necessary for specific elution such as DTT or EDTA was used, no increase in the sensitivity to XhoI could
be observed relative to the DNA sample before selection, either when the selection was carried out using the magnetic
beads untreated with biotinylated Her-2 or when the selection was carried out using the magnetic beads treated with
biotinylated Her-2. On the other hand, in the cases where the selection was carried out using the magnetic beads treated
with biotinylated Her-2 and the elution buffer containing DTT or EDTA was used, an increase in the sensitivity to XhoI
could be observed. Based on these results, it can be seen that Fab-HH was specifically enriched.
[0169] Similarly, from DNA samples with TT/HH ratios of 10 and 100, Fab-HH was selected by bicistronic Fab-PRD,
and the selected Fab-HH was eluted with DTT, followed by amplifying the full-length sequence of mRNA in order to
evaluate the sensitivity to XhoI. The result is shown in Fig. 17. In the both cases of TT/HH ratios of 10 and 100, an
increase in the sensitivity to XhoI was observed, so that it can be seen that Fab-HH was specifically enriched.
[0170] Further, from DNA samples with TT/HH ratios of 100 to 100,000, Fab-HH was selected by monocistronic Fab-
PRD. The result is shown in Fig. 18. In the cases of TT/HH ratios of 100 to 1000, an increase in the sensitivity to XhoI
was observed, so that it can be seen that Fab-HH was specifically enriched.

[Example 11] Confirmation of In Vitro Translation Product of Monocistronic Fab:

[0171] By the method described in Example 7, a cell-free translation product was prepared using mRNA for monocis-
tronic Fab-PRD. The translation product was separated by SDS-PAGE with 5-20% gradient gel, and transferred to a
PVDF membrane. Western blotting was then performed using a 1000-fold diluted HRP-labeled anti-FLAG antibody
(Sigma) as a detection antibody. The result is shown in Fig. 19. It can be seen that, although the full-length translation
product of scFab-TT can be observed, the ratio of the full-length translation product is extremely smaller than the amount
of scFv-TT translated, which was used as a positive control.

[Example 12] Relationship between Copy Number and Recovery of SecM:

[0172] PCR was carried out using pGAv6-HH xhoI as a template to synthesize a DNA fragment in which the ribosome
stall sequence (SecM sequence) was duplicated into 2 copies, to provide the v6.5 fragment. By similar PCR, the v6.5-
S3 fragment having 3 copies ofthe SecM sequence, and the v6.5-S4 fragment having 4 copies of the SecM sequence
were prepared. Using each prepared template DNA fragment (100% Fab-HH), the recovery of Fab-HH by monocistronic
Fab-PRD was measured. The monocistronic Fab-PRD was carried out by the solid-phase selection described in Example
9, and the recovered reverse transcription product was quantified by quantitative PCR using, as samples for preparing
a calibration curve, the template DNA fragment at known concentrations. As detection primers to be used for the quan-
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titative PCR, 2 types of primers, the upstream primers and the downstream primers, were prepared, and the recovery
(the number of molecules of the 1 st strand cDNA / the number of input RNA molecules) was determined for each of the
upstream region in the vicinity of CDR-L1 and the downstream region in the vicinity of CDR-H3. The result is shown in
Fig. 20. By duplicating the SecM sequence into 2 copies, the recovery of Fab-HH by Fab-PRD increased about 10-fold.
In this experiment, increasing of the copy number of the SecM sequence to 3 or more did not further increase the
recovery, but it is considered that the recovery might further increase by increasing the copy number of the SecM
sequence to 3 or more in cases where the experimental conditions are changed by, for example, extending the period
of translation reaction.
[0173] The primers used for the quantitative PCR were as follows.
Upstream primers for FabHH

RT-1F: gatattcagatgacccagagcccgagc (SEQ ID NO:33)
RT-1R: cagcttcggggcttttcctgg (SEQ ID NO:34)

Downstream primers for FabHH

HH-4F: ccagggaactttggttactgtttc (SEQ ID NO:35)
Model-4R: ctttaaccagacaacccagtgc (SEQ ID NO:36)

[0174] The sequences downstream of the SecM region in the v6.5, v6.5-S3 and v6.5-S4 DNA fragments used in the
Fab-PRD are shown in SEQ ID NOs:37, 40 and 44, respectively.

[Example 13] Relationship between Linker Length and Enrichment Ratio:

[0175] The template DNA to be used in monocistronic Fab-PRD has a total of 2 linker sequences which are located
between the L chain and the H chain and between the H chain and SecM. In the v6.5 fragment in Example 12, the linker
between the L chain and the H chain has a length of 128 amino acids, and the linker between the H chain and SecM
has a length of 123 amino acids. In order to study the effect of the linker length on the c enrichment ratio in the monocistronic
Fab-PRD, the v6.5 fragment having 2 copies ofthe SecM sequence was used as the basic structure for modification of
each of Fab-HH xhoI and Fab-TT, to prepare the v7 fragment by minimizing the length of the linker between the H chain
and SecM, and the v8.1 fragment by minimizing the length of the linker between the L chain and the H chain.
[0176] The length ofthe linker between the H chain and SecM in the v7 fragment was 20 amino acids in terms of the
length from the cysteine as the last amino acid of the H chain to the alanine as the first amino acid of SecM. The length
of the linker between the L chain and the H chain in the v8.1 fragment was 30 amino acids in terms of the length from
the cysteine at the C-terminus of the L chain to the glutamic acid at the N-terminus of the H chain. For each structure,
the template DNAs were mixed at a TT/HH ratio of 100, and Fab-HH xhoI was selected by the Fab-PRD by solid-phase
selection described in Example 9. Using the obtained reverse transcription products as samples, the recoveries of Fab-
HH and Fab-TT were measured by quantitative PCR to determine the c enrichment ratio (the recovery of Fab-HH / the
recovery of Fab-TT). As detection primers to be used for the quantitative PCR, the downstream primers in the vicinity
of CDR-H3 were used. The result is shown in Fig. 21. Since a practical enrichment ratio was observed either in the case
where the linker between the H chain and SecM was minimized or in the case where the linker between the L chain and
the H chain was minimized, it is considered that the linker length can be flexibly selected depending on the situation.
[0177] The primers used for the quantitative PCR were as follows.
Downstream primers for FabHH

HH-4F: ccagggaactttggttactgtttc (SEQ ID NO:35)
Model-4R: ctttaaccagacaacccagtgc (SEQ ID NO:36)

Downstream primers for Fab-TT

TT-5F: gcaccctggttaccgtgag (SEQ ID NO:49)
Model-4R: ctttaaccagacaacccagtgc (SEQ ID NO:36)

[0178] The sequences of the linker portions in the v7 and v8.1 DNA fragments used in the Fab-PRD are shown in
SEQ ID NOs:50 and 52, respectively.
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[Example 14] Study of Minimum Required Copy Number in Monocistronic Fab-PRD:

[0179] The v7 fragments of Fab-HH xhoI and Fab-TT (Example 13) were prepared as template DNAs and used for
preparation of a 10-fold dilution series of the Fab-TT template DNA in a carrier solution containing 0.125 mg/ml yeast
RNA and 73109 molecules/ml of the Fab-HH template DNA. DNA samples containing 13106 molecules/ml to 1310-5

molecules/ml of the Fab-TT template DNA were subjected to amplification by single-molecule PCR using Fab-TT-specific
primers, and the PCR products were separated by 5-20% gradient PAGE. It was confirmed that a Fab-TT-specific band
is detected in PCR with samples containing 1 or more Fab-TT molecules as the template DNA while the Fab-TT-specific
band is not detected in PCR with samples containing 0.1 or less Fab-TT molecule.
[0180] From a diluted sample of the Fab-TT template DNA whose quality was confirmed by the single-molecule PCR,
an aliquot corresponding to 400 molecules was collected, and the collected sample was added to 131012 molecules of
the Fab-HH template DNA. RNA was synthesized from this, to provide RNA before selection. The RNA was subjected
to the Fab-PRD, and recovery of the Fab-TT in an amount corresponding to 400 molecules was attempted. The translation
reaction was carried out at a scale of 20 ml at 30°C for 40 minutes, and, thereafter, an equal volume of WBTBR buffer
(50 mM Tris-HCl (pH=7.6), 90 mM NaCl, 50 mM Mg(OAc)2, 5mg/ml BSA, 1.25 mg/ml yeast RNA, 0.5% Tween 20,0.04
U/ml RNase Inhibitor) supplemented with 1 mM biotinylated TNFαR was mixed therewith, followed by incubation at 4°C
overnight. To this mixture, an M-280 streptavidin magnetic bead pellet in an amount corresponding to 25 ml was added,
and the Fab-TT was recovered. RNA eluted from the M-280 beads with DTT was provided as RNA after selection. Each
ofthe RNAs before and after selection by Fab-PRD was reverse transcribed, and RT-PCR was performed to amplify a
Fab-TT fragment (lanes 1 and 2 in Fig. 22) with Fab-TT-specific primers in the vicinity of CDR-H3, and a core fragment
containing important genetic information corresponding to the region from CDR-L1 to CDR-H3 (lanes 4 and 5 in Fig. 22)
with primers that recognize DNA sequences which are common between Fab-HH and Fab-TT. The band for the core
DNA fragment was recovered from 5-20% gradient gel, and reamplified by 2nd PCR (lanes 7 and 8 in Fig. 22).
[0181] Using the core DNA fragment obtained by 2nd PCR, PCR was performed using the Fab-TT-specific primers
to amplify the Fab-TT fragment. As a result, the Fab-TT fragment was detected not only from the sample before selection
but also from the sample after selection, so that it was considered that recovery of the core fragment from the 400
molecules of Fab-TT was successful. Subsequently, for confirmation of the fact that the recovery was specific, the
enrichment ratio of Fab-TT was measured by quantitative PCR. The Fab-TT fragment and the core fragment were
independently quantified, and the enrichment ratio (the relative amount of Fab-TT in the sample after selection / the
relative amount of Fab-TT in the sample before selection) was calculated. As a result, it was found that the content of
Fab-TT was 582 times higher in the core DNA fragment after selection (lane 7 in Fig. 22) than in the core DNA fragment
before selection (lane 8 in Fig. 22) (enrichment ratio=582). From these results, it was suggested that a target-binding
clone contained in the library can be specifically recovered by Fab-PRD in cases where at least 400 molecules of the
clone are contained. This rate of recovery is considered to be comparable to those ofphage display systems.
[0182] The primers used were as follows.
Fab-TT-specific primers

T1P-F: gttttactattgaacgttatgcgatgggt (SEQ NO:54)
T1P-R: cgtagtacataccgttcgggtagttag (SEQ NO:55)

[0183] Primers for amplification of the core region which is common between Fab-HH and Fab-TT

Core-1F: gcgcaagcgttggtgatc (SEQ IDNO:56)
Core-1R: gctcggacctttggtgcttg (SEQ ID NO:57)

[Example 15] Construction of Ymacs-primary Library (First Half of First Step of Affinity Maturation):

[0184] As an example of application the Fab-PRD, affinity maturation of Fab-TT, which is one of the model Fabs, was
attempted. On the antigen-antibody binding interface, there are not less than 100 van der Waals forces, and several
hydrogen bonds and salt bridges. In order to realize overall optimization of the network of these interactions, a fundamental
2-step strategy called Ymacs was employed, wherein mutations in CDRs which are considered to be beneficial for
increasing the affinity are searched in the first step, and the optimal combination of these mutations is searched in the
second step.
[0185] As an operation of the first half of the first step, a library (Ymacs-primary library) for matrix scanning of the CDR
positions corresponding to 50 amino acids was constructed such that every single amino acid among the total of 50
amino acids constituting the CDRs of Fab-TT was randomized into 20 types of amino acids.
[0186] First, in order to substitute each of the total of 50 amino acids constituting the CDRs of Fab-TT with the NNK
codon, a total of 50 types of forward primers for introduction of single amino acid substitutions were synthesized. These
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forward primers for introduction of single amino acid substitutions were designed such that a 15-bp annealing region is
placed upstream of the NNK codon, and a 12-bp annealing region is placed downstream of the NNK codon. As examples,
the primers corresponding to the most upstream site and the most downstream site among the 50 sites where the single
amino acid substitutions were introduced are shown below.

FabTT Ymacs-1 L1-1: tgtcgtgcaagccagNNKattaaaaattat (SEQ ID NO:58) (the primer for introduction of a single
amino acid substitution at the first amino acid in CDR1 in the L chain)
FabTT Ymacs-1 H3-12: atgtactacgttatgNNKtattggggtcag (SEQ ID NO:59) (the primer for introduction of a single
amino acid substitution at the 12th amino acid in CDR3 in the H chain)

[0187] By performing PCR using pGAv6.5-Fab-TT as a template and each of the above-described 50 types of forward
primers for introduction of single amino acid substitutions in combination with the PURE-3R primer, 50 types of mutated
downstream DNA fragments were individually synthesized. The PCR products were separated with 1% agarose gel,
and stained with ethidium bromide to confirm their bands. Subsequently, a common constant-sequence upstream DNA
fragment was synthesized by PCR, for use as a template in the reaction to extend the reverse strand of the mutated
downstream DNA fragment in the upstream direction to provide a full-length DNA The constant-sequence upstream
DNA fragment was synthesized by PCR using PURE-rt-1F and H3checkR Not TA6 as primers such that the fragment
has a misanneal region in the 3’-end side in order to avoid production of the full-length DNA from its own forward strand.
The PCR product was separated with 1% agarose gel, and stained with ethidium bromide for confirmation of its band.

PURE-rt-1F: caatttcggtaatacgactcactatagggagaatttaggtgacactatagaagtg (SEQ NO:60)
H3checkR Not TA6: tatatatatatagcggccgcagaactgccggaaaggtatg (SEQ NO:61)

[0188] A summary of synthesis of the single-position/single-amino acid substitution library is shown in Fig. 23. Two
cases of the synthesis wherein the site into which the amino acid substitution was introduced is located most upstream
and most downstream are shown. After mixing the constant-sequence upstream DNA fragment (A and B in the figure)
and the mutated downstream DNA fragment (C and D in the figure) together, asymmetric PCR was carried out in the
presence of the PURE-rt-1F primer (E in the figure). By this, the C strand as the reverse strand of the mutated downstream
DNA fragment is extended in the upstream direction to produce a full-length DNA, and the full-length C strand is converted
into a double strand by PURE-rt-1F. By mixing 4 ml of each mutated downstream DNA fragment with 0.6 ml of the
constant-sequence upstream DNA fragment and performing asymmetric PCR at a scale of 50 ml, 50 types of single-
position/single-amino acid substitution libraries were synthesized. The obtained PCR product was separated with 1%
agarose gel, and stained with ethidium bromide for confirmation of its band.
[0189] The single-position/single-amino acid substitution libraries were divided into the L chain group and the H chain
group, and equal volumes of the libraries in each group were mixed together, to provide the L-chain Ymacs-primary
library and the H-chain Ymacs-primary library. As shown in Fig. 24, the L-chain Ymacs-primary library is constituted by
19 types of, and the H-chain Ymacs-primary library is constituted by 31 types of, single-position/single-amino acid
substitution libraries.

[Example 16] Selection and Next-generation Sequence Analysis of Ymacs-primary Libraries (Latter Half of First Step of 
Affinity Maturation)

[0190] As an operation ofthe latter half of the first step, the Ymacs-primary libraries of the L chain and the H chain
were independently selected by Fab-PRD, and the result of next-generation sequence analysis of the obtained DNA
samples was used to identify mutations in CDRs which are considered to be beneficial for affinity improvement.
[0191] In the selection of the Ymacs-primary libraries by Fab-PRD, the solid-phase selection described in Example 9
and the liquid-phase selection described in Example 14 were used in combination. In round 1, solid-phase selection
was carried out, and, in round 2, solid-phase selection was carried out followed by a long period (13 h) of washing. In
the final round, round 3, liquid-phase selection was carried out at a bait concentration of 1 nM. In every round, 131012

molecules of RNA were translated at a scale of 20 ml. In the reverse transcription-PCR, the core DNA fragment described
in Example 14 was recovered. To the core DNA fragment, an appropriate upstream fragment and downstream fragment
were added, and overlapping extension-PCR was performed using PURE-rt-1F and PURE-3R as primers to synthesize
the full-length DNA fragment, which was then purified and used as the template DNA in the following round.
[0192] The nucleotide sequences ofthe CDR 1-3 regions in each of the L chain and the H chain in the core DNA
fragment obtained in round 3 were analyzed with a Roche GS FLX next-generation sequencer, and 1812 reads of the
L-chain CDR 1-3 sequences in the sample derived from the L-chain library and 2288 reads ofthe H-chain CDR 1-3
sequences in the sample derived from the H-chain library were collected as nucleotide sequence data. From these data,
468 reads from the L chain and 1293 reads from the H chain having a continuous ORF in the CDR1-3 regions were
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selected as effective reads, and mutations at the CDR positions for a total of 50 amino acids, that is, 19 amino acids in
the L chain and 31 amino acids in the H chain constituting the CDRs, were summarized. The number of times each
mutation was counted was summarized in the matrix table shown in Fig. 25, wherein the 20 types of amino acids are
arranged in the longitudinal direction and the total of 50 CDR positions are arranged in the horizontal direction. Mutations
with a large number of counts, except for the parent amino acid at each CDR position, were determined to be potentially
beneficial mutations.

[Example 17] Construction of Ymacs-secondary Library (First Half of Second Step of Affinity Maturation):

[0193] As an operation ofthe first half of the second step, a Ymacs-secondary library was constructed by combining
the beneficial mutations identified in Example 16. As the beneficial mutations, a total of 21 mutations at a total of 12
CDR positions were employed, and mixed-base codons were determined such that each of these can encode the parent
amino acid and the beneficial mutant amino acid(s) at the respective CDR positions. Some of the mixed-base codons
may introduce an unintended amino acid other than the parent amino acid and the beneficial mutant amino acids. The
employed beneficial mutations and the mixed-base codons are summarized in Fig. 26. The theoretical diversity of the
Ymacs-secondary library was 1.9 x 107 based on the nucleic acid-level estimation, and 4.9 x 106 based on the protein-
level estimation. Since the 12 CDR positions were dispersed among all 6 CDRs, one mutation-introducing forward primer
for each CDR, that is, a total of 6 mutation-introducing forward primers, were synthesized. Using these, a total of 6
mutated DNA fragments, that is, the fragment 2 to fragment 7 shown in Fig. 27, were synthesized. A total of 7 mutated
DNA fragments which include these 6 fragments and the fragment 1 were linked together by overlapping extension
reaction to prepare a full-length DNA, which was then amplified by PCR reaction. After purification ofthe obtained PCR
product, occurrence of randomization as designed with the mixed bases at the sites of introduction of mutations was
confirmed, to provide a Ymacs-secondary library.
[0194] The following are the mutation-introducing forward primers.

FabTT Ymacs-2 L1-Fwd: tgtcgtgcaagccaggatattaaaaattatttgWCTtggtatcaacaacaa (SEQ ID NO:62) (L-chain CDR1)
FabTT Ymacs-2 L2-Fwd: gccccgaagccactgatttatGSTggttctaaccgccaatctggagttcct (SEQ ID NO:63) (L-chain CDR2)
FabTT Ymacs-2 L3-Fwd: acctattattgccaacaaactKMTRNMtaccctatcacctttggccag (SEQ ID NO:64) (L-chain CDR3)
FabTT Ymacs-2 H1-Fwd:

agctgtgcagcaagcggttttASAattGRGcgttatgcgatgRSTtgggtgcgtcaggct (SEQ NO:65) (H-chain CDR1)

FabTT Ymacs-2 H2-Fwd:

ggcctggaatgggttggtacgatttatcctKDSRSCgattatRBYgattatgccgatagc (SEQ ID NO:66) (H-chain CDR2)

FabTT Ymacs-2 H3-Fwd: tactactgcgctcgctctaactacccgaacggtMTGKRCtacgttatggaatat (SEQ ID NO:67) (H-chain
CDR3)

[Example 18] Selection of Ymacs-secondary Library and Analysis of Affinity of Clones (Latter Half of Second Step of 
Affinity Maturation):

[0195] As an operation ofthe latter half of the second step, the Ymacs-secondary library was selected by Fab-PRD,
and the obtained DNAs were cloned into a secretory expression vector for E. coli. High-affinity clones were selected by
ELISA and SPR (ProteOn XPR36, BioRad), and 2 representative clones of Fab-TT mutants (Ymacs #10 and #19 in
Figs. 29 to 32) were subjected to measurement of KD using KinExA (KinExA 3200, Sapidyne).
[0196] Selection of the Ymacs-secondary library by Fab-PRD was carried out by a total of 5 rounds of selection, in
each of which liquid-phase selection was performed. The operation proceeded from round 1 to 5 while the bait concen-
tration was gradually decreased from 100 nM to 60 nM, 20 nM,1 nM,100 pM and then 10pM, to increase the selection
pressure. The core DNA fragment recovered in round 5 was cloned such that the core region of Fab-HH in a monocistronic
scFab-HH expression vector was replaced by the fragment (Fig. 28). Using the culture supernatants of 48 clones randomly
picked up, ELISA was carried out with TNFαR as an antigen. After confirming that the hit rate in ELISA was about 50%,
the remaining several hundred colonies were recovered at once in the polyclonal state, and their plasmids were purified.
The GS linker region between the L chain and the H chain of the scFab-TT mutant encoded by each plasmid was
replaced by an untranslated sequence-secretion signal fragment for bicistronic expression, to convert the expression
mode from the monocistronic type to the bicistronic type (Fig. 28). By this operation, a vector that expresses the Fab-
TT mutant as a naturally-occurring Fab rather than scFab was constructed, and cloning was carried out again. Using
the culture supernatants of 96 clones randomly picked up, ELISA was carried out with TNFαR as an antigen. The ELISA
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hit clones were subjected to determination of the sequences of their CDRs (Fig. 29). The ELISA hit clones were subjected
to screening by SPR with a binding time of 1 minute and a dissociation time of 30 minutes, to select high-affinity clones
using Koff as an index (Fig. 30). As a result of an attempt to measure the affinities of the parent Fab Fab-TT and an
affinity-improved mutant Ymacs #10 by SPR, KD was determined as follows: Fag-TT, KD = 7.28310-9; Ymacs #10, KD
< 1.57310-11. Thus, an about 460-fold increase in the affinity was observed (Fig. 31). Subsequently, as a result of an
attempt to measure the affinities of 2 clones,Ymacs#10 and Ymacs #19, having highly improved affinities by KinExA,
KD was determined as follows: Ymacs #10, KD = 1.87 x 10-11; Ymacs #19, KD = 3.45 x 10-12. Thus an about 2100-fold
increase in the affinity was observed for Ymacs #19 (Fig. 32).
[0197] The experiment for measurement of KD of Ymacs #19 by KinExA was carried out at 2 different Fab concen-
trations, 35 pM and 350 pM. In terms of the concentration of TNFαR as an antigen, a 2-fold dilution series from 2 nM to
976 fM was prepared for 35 pM Fab, and a 2-fold dilution series from 5 nM to 2.44 pM was prepared for 350 pM Fab.
Each sample was incubated at room temperature for 48 hours until the antigen-antibody reaction reaches equilibrium,
and the fraction of free Fab after reaching the equilibrium was quantified by KinExA using azlactone beads on which
TNFαR was immobilized. The fraction of free Fab (ordinate) was plotted against the antigen concentration (abscissa),
to draw 2 dose-response curves corresponding to the different concentrations of Fab. The curves were subjected to
global fitting analysis by KinExA Pro Software, to calculate KD.

[Example 19] Selection of Fabs by CIS Display (Fab-CIS)

[0198] By reference to a report by Odegrip et al. (Odegrip et al., Proc Natl Acad Sci USA. (2004) vol.101, p. 2806-2810),
selection of Fabs by CIS display was attempted. As shown in Fig. 8, overlapping extension-PCR was performed to add
a promoter sequence for E. coli RNA polymerase and the RepA-CIS-ori sequence in the upstream region and the
downstream region, respectively, of the scFab-coding region in the v7 fragment, to provide the v10.1 fragment. Since
the RepA-coding sequence was different between the sequence reported by Odegrip et al. and the sequence of GenBank
V00351, the sequence of V00351 was employed. A mixture wherein v10.1 fragments of Fab-HH xhoI and Fab-TT were
mixed at a TT/HH ratio of 10 was used as a template DNA for in nitro transcription/translation reaction. Purified template
DNA (1.2 mg) was subjected to an E. coli-derived S30-based transcription/translation system (25 mL, derived from the
E. coli SL119 strain, for linear DNA, L1030, Promega), to synthesize the display molecule complex at 30°C for 40 minutes.
Thereafter, by reference to the report by Odegrip et al., Fab-HH was recovered by liquid-phase selection in the same
manner as in Example 14, and PCR was carried out by using the eluted DNA as a template and Cis-1F and Cis-6R as
primers, to amplify the full-length fragment. By the same evaluation system as in Example 10 using the sensitivity to
XhoI as an index, the performance of the Fab-HH selection system by CIS display was checked. The result is shown in
Fig. 33. When the selection was carried out without addition of biotinylated Her-2, no increase in the sensitivity to XhoI
was observed relative to the DNA sample before selection. On the other hand, when the selection was carried out by
addition of biotinylated Her-2, an increase in the sensitivity to XhoI could be observed. From these results, it can be
seen that Fab-HH was specifically enriched.
[0199] Further, a mixture wherein v10.1 fragments of Fab-HH xhoI and Fab-TT were mixed at a TT/HH ratio of 100
was used to perform the same experiment, to study the optimal transcription/translation time. The result is shown in Fig.
34. With every transcription/translation time studied, specific enrichment of Fab-HH could be observed. With a transcrip-
tion/translation time of 10 minutes, the enrichment ratio was insufficient. However, the enrichment ratio sufficiently
increased with 20 minutes to 40 minutes of the transcription/translation, and the ratio tended to gradually decrease after
80 minutes to 120 minutes of the transcription/translation. From these results, the optimal transcription/translation time
was considered to be 20 minutes to 40 minutes.
[0200] The sequences of the primers for amplification of the full-length v10.1 fragment were as follows.

Cis-1F

cagttgatcggcgcgagatttaatcgccgc (SEQ ID NO:68)

Cis-6R

cgtaagccggtactgattgatagatttcaccttacccatc (SEQ ID NO:69)

INDUSTRIAL APPLICABILITY

[0201] The present invention is useful in the fields of genetic engineering, protein engineering and the like. Fabs
obtained by the method of the present invention are useful in the fields of diagnosis, medical care, research and the like.
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SEQUENCE LISTING

[0202]

<110> Mitsubishi Tanabe Pharma Corporation

<120> POLYNUCLEOTIDE CONSTRUCT CAPABLY OF DISPLAYING FAB IN A CELL-FREE
TRANSLATION SYSTEM, AND METHOD FOR MANUFACTURING AND SCREENING FAB USING SAME

<130> A11027-11286

<150> JP2010-268763
<151> 2010-12-01

<160> 73

<170> PatentIn version 3.3

<210> 1
<211> 1786
<212> DNA
<213> Artificial sequence

<220>
<223> pTrc Fab-HH

<220>
<221> CDS
<222> (112)..(855)

<220>
<221> CDS
<222> (955)..(1767)

<400> 1
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<210> 2
<211> 248
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 2

<210> 3
<211> 271
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<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 3

<210> 4
<211> 1792
<212> DNA
<213> Artificial sequence

<220>
<223> pTrc FabTT

<220>
<221> CDS
<222> (112)..(855)

<220>
<221> CDS
<222> (955)..(1773)

<400> 4
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<210> 5
<211> 248
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 5
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<210> 6
<211> 273
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 6
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<210> 7
<211> 1792
<212> DNA
<213> Artificial sequence

<220>
<223> pTrc FabHT

<220>
<221> CDS
<222> (112)..(855)

<220>
<221> CDS
<222> (955)..(1773)

<400> 7
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<210> 8
<211> 248
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 8

<210> 9
<211> 273
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 9



EP 2 647 704 B1

44

5

10

15

20

25

30

35

40

45

50

55

<210> 10
<211> 1786
<212> DNA
<213> Artificial sequence

<220>
<223> pTrc FabTH

<220>
<221> CDS
<222> (112)..(855)

<220>
<221> CDS
<222> (955)..(1767)

<400> 10
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<210> 11
<211> 248
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 11
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<210> 12
<211> 271
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 12
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<210> 13
<211> 2477
<212> DNA
<213> Artificial sequence

<220>
<223> pGAv2 Fab-HHxhoI

<220>
<221> CDS
<222> (94)..(1158)

<220>
<221> CDS
<222> (1264)..(2364)

<400> 13
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<210> 14
<211> 355
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 14
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<210> 15
<211> 367
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 15
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<210> 16
<211> 2483
<212> DNA
<213> Artificial sequence

<220>
<223> pGAv2 Fab-TT

<220>
<221> CDS
<222> (94)..(1158)
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<220>
<221> CDS
<222> (1264)..(2370)

<400> 16
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<210> 17
<211> 355
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 17

<210> 18
<211> 369
<212> PRT
<213> Artificial sequence
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<220>
<223> Synthetic Construct

<400> 18

<210> 19
<211> 2333
<212> DNA
<213> Artificial sequence

<220>
<223> pGAv6 Fab-HHxhoI
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<220>
<221> CDS
<222> (94)..(2220)

<400> 19
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<210> 20
<211> 709
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 20
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<210> 21
<211> 2339
<212> DNA
<213> Artificial sequence

<220>
<223> pGAv6 Fab-TT
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<220>
<221> CDS
<222> (94)..(2226)

<400> 21
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<210> 22
<211> 711
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 22
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<210> 23
<211> 55
<212> DNA
<213> Artificial sequence
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<220>
<223> PURE-rt-1F

<400> 23
caatttcggt aatacgactc actataggga gaatttaggt gacactatag aagtg 55

<210> 24
<211> 21
<212> DNA
<213> Artificial sequence

<220>
<223> PURE-3R

<400> 24
caggtcagac gattggcctt g 21

<210> 25
<211> 70
<212> DNA
<213> Artificial sequence

<220>
<223> SL-1F

<400> 25

<210> 26
<211> 57
<212> DNA
<213> Artificial sequence

<220>
<223> SL-2R

<400> 26
ccgcacacca gtaaggtgtg cggcaggtca gacgattggc cttgatattc acaaacg 57

<210> 27
<211> 27
<212> DNA
<213> Artificial sequence

<220>
<223> PURE-2R

<400> 27
gacgattggc cttgatattc acaaacg 27

<210> 28
<211> 27
<212> DNA
<213> Artificial sequence
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<220>
<223> L-CDRex-1F

<400> 28
attaaacgta ccgttgcagc accgagc 27

<210> 29
<211> 26
<212> DNA
<213> Artificial sequence

<220>
<223> H-CDRex-2R

<400> 29
tgagcctcca ggctgaacca gaccac 26

<210> 30
<211> 17
<212> PRT
<213> Artificial sequence

<220>
<223> secM

<220>
<221> misc_feature
<222> (2)..(5)
<223> Xaa can be any naturally occurring amino acid

<220>
<221> misc_feature
<222> (8)..(11)
<223> Xaa can be any naturally occurring amino acid

<400> 30

<210> 31
<211> 5
<212> PRT
<213> Artificial sequence

<220>
<223> enterokinase recognition sequence

<400> 31

<210> 32
<211> 4
<212> PRT
<213> Artificial sequence
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<220>
<223> factor Xa recognition sequence

<400> 32
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<220>
<221> CDS
<222> (67)..(126)
<223> secM

<400> 37

<210> 38
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 38

<210> 39
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 39

<210> 40
<211> 219
<212> DNA
<213> Artificial sequence

<220>
<223> partial sequence of pGAv6.5-S3

<220>
<221> CDS
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<222> (1)..(60)
<223> secM

<220>
<221> CDS
<222> (67)..(126)
<223> secM

<220>
<221> CDS
<222> (133)..(192)
<223> secM

<400> 40

<210> 41
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 41

<210> 42
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 42



EP 2 647 704 B1

78

5

10

15

20

25

30

35

40

45

50

55

<210> 43
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 43

<210> 44
<211> 285
<212> DNA
<213> Artificial sequence

<220>
<223> partial sequence of pGAv6.5-S4

<220>
<221> CDS
<222> (1)..(60)
<223> secM

<220>
<221> CDS
<222> (67)..(126)
<223> secM

<220>
<221> CDS
<222> (133)..(192)
<223> secM

<220>
<221> CDS
<222> (199)..(258)
<223> secM

<400> 44
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<210> 45
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 45

<210> 46
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 46

<210> 47
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 47
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<210> 48
<211> 20
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 48

<210> 49
<211> 19
<212> DNA
<213> Artificial sequence

<220>
<223> TT-5F

<400> 49
gcaccctggt taccgtgag 19

<210> 50
<211> 120
<212> DNA
<213> Artificial sequence

<220>
<223> partial sequence of pGAv7

<220>
<221> CDS
<222> (1)..(120)

<220>
<221> misc_feature
<222> (43)..(100)
<223> linker-coding sequence

<400> 50
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<210> 51
<211> 40
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 51

<210> 52
<211> 120
<212> DNA
<213> Artificial sequence

<220>
<223> partial sequence of pGAv8

<220>
<221> CDS
<222> (1)..(120)

<220>
<221> misc_feature
<222> (19) .. (106)
<223> linker coding sequence

<400> 52

<210> 53
<211> 40
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<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 53

<210> 54
<211> 29
<212> DNA
<213> Artificial sequence

<220>
<223> T1P-F

<400> 54
gttttactat tgaacgttat gcgatgggt 29

<210> 55
<211> 27
<212> DNA
<213> Artificial sequence

<220>
<223> T1P-R

<400> 55
cgtagtacat accgttcggg tagttag 27

<210> 56
<211> 18
<212> DNA
<213> Artificial sequence

<220>
<223> Core-1F

<400> 56
gcgcaagcgt tggtgatc 18

<210> 57
<211> 20
<212> DNA
<213> Artificial sequence

<220>
<223> Core-1R

<400> 57
gctcggacct ttggtgcttg 20
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<210> 58
<211> 30
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-1 L1-1

<220>
<221> misc_feature
<222> (16)..(17)
<223> n is a, c, g, or t

<400> 58
tgtcgtgcaa gccagnnkat taaaaattat 30

<210> 59
<211> 30
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-1 H3-12

<220>
<221> misc_feature
<222> (16)..(17)
<223> n is a, c, g, or t

<400> 59
atgtactacg ttatgnnkta ttggggtcag 30

<210> 60
<211> 55
<212> DNA
<213> Artificial sequence

<220>
<223> PURE-rt-1F

<400> 60
caatttcggt aatacgactc actataggga gaatttaggt gacactatag aagtg 55

<210> 61
<211> 40
<212> DNA
<213> Artificial sequence

<220>
<223> H3checkR Not TA6

<400> 61
tatatatata tagcggccgc agaactgccg gaaaggtatg 40

<210> 62
<211> 51
<212> DNA
<213> Artificial sequence
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<220>
<223> FabTT Ymacs-2 L1-Fwd

<400> 62
tgtcgtgcaa gccaggatat taaaaattat ttgwcttggt atcaacaaca a 51

<210> 63
<211> 51
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-2 L2-Fwd

<400> 63
gccccgaagc cactgattta tgstggttct aaccgccaat ctggagttcc t 51

<210> 64
<211> 48
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-2 L3-Fwd

<220>
<221> misc_feature
<222> (26)..(26)
<223> n is a, c, g, or t

<400> 64
acctattatt gccaacaaac tkmtrnmtac cctatcacct ttggccag 48

<210> 65
<211> 60
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-2 H1-Fwd

<400> 65
agctgtgcag caagcggttt tasaattgrg cgttatgcga tgrsttgggt gcgtcaggct 60

<210> 66
<211> 60
<212> DNA
<213> Artificial sequence

<220>
<223> FabTT Ymacs-2 H2-Fwd

<400> 66
ggcctggaat gggttggtac gatttatcct kdsrscgatt atrbygatta tgccgatagc 60

<210> 67
<211> 54
<212> DNA
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<213> Artificial sequence

<220>
<223> FabTT Ymacs-2 H3-Fwd

<400> 67
tactactgcg ctcgctctaa ctacccgaac ggtmtgkrct acgttatgga atat 54

<210> 68
<211> 30
<212> DNA
<213> Artificial sequence

<220>
<223> Cis-1F

<400> 68
cagttgatcg gcgcgagatt taatcgccgc 30

<210> 69
<211> 40
<212> DNA
<213> Artificial sequence

<220>
<223> Cis-1R

<400> 69
cgtaagccgg tactgattga tagatttcac cttacccatc 40

<210> 70
<211> 4100
<212> DNA
<213> Artificial sequence

<220>
<223> v10.1-HH xhoI

<220>
<221> CDS
<222> (689)..(3322)

<400> 70
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<210> 71
<211> 878
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 71
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<210> 72
<211> 4106
<212> DNA
<213> Artificial sequence

<220>
<223> v10.1-TT

<220>
<221> CDS
<222> (689)..(3328)

<400> 72
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<210> 73
<211> 880
<212> PRT
<213> Artificial sequence

<220>
<223> Synthetic Construct

<400> 73
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Claims

1. A polynucleotide construct comprising a Fab first chain-coding sequence and a Fab second chain-coding sequence,
wherein said polynucleotide construct expresses a Fab encoded by itself without dissociation, and maintains a
complex with the Fab, when it is introduced into a cell-free translation system containing ribosomes,
wherein (i) said polynucleotide construct monocistronically comprises a ribosome-binding sequence, Fab first chain-
coding sequence, linker peptide-coding sequence, Fab second chain-coding sequence and scaffold-coding se-
quence in this order, and further comprises at its 3’-end a structure necessary for maintaining a complex with the
Fab encoded by itself, or (ii) said polynucleotide construct comprises a Fab first chain-expressing cistron and a Fab
second chain-expressing cistron each containing a ribosome-binding sequence, a Fab first chain-coding sequence
or Fab second chain-coding sequence, and a scaffold-coding sequence in this order, said first Fab-expressing
cistron further comprising at its 3’-end a ribosome stall sequence, said Fab second chain-expressing cistron further
comprising at its 3’-end a structure necessary for maintaining a complex with the Fab encoded by itself, wherein in
(i) or (ii), said structure necessary for maintaining a complex with the Fab encoded by itself is a ribosome stall
sequence, puromycin or a derivative thereof, or a DNA-binding protein-coding sequence and a binding sequence
for said DNA-binding protein.

2. A polynucleotide construct according to claim 1, wherein said structure necessary for maintaining a complex with
the Fab encoded by itself is a ribosome stall sequence, preferably
wherein said ribosome stall sequence is a SecM sequence, diproline sequence, or both of them.

3. The polynucleotide construct according to claim 1, wherein said ribosome stall sequence is composed of 2 to 4
repeats of the SecM sequence.

4. The polynucleotide construct according to any preceding claim, wherein a stop codon is present in the 3’-side of
said ribosome stall sequence.

5. The polynucleotide construct according to claim 1, wherein said structure necessary for maintaining a complex with
the Fab encoded by itself is

(i) puromycin or a derivative thereof, or
(ii) a DNA-binding protein-coding sequence and a binding sequence for said DNA-binding protein, preferably

wherein (a) said DNA-binding protein is a cis-binding protein which is never dissociated during transcrip-
tion/translation reaction from the DNA molecule used as a template for said transcription/translation and
which binds to said binding sequence for the DNA-binding protein located in the same DNA molecule, or
(b) wherein said DNA-binding protein is RepA encoded by Escherichia coli R1 plasmid and said binding
sequence for the DNA-binding protein is a CIS-ori sequence located downstream of the RepA-coding
sequence in the same polynucleotide.

6. The polynucleotide construct according to any preceding claim, wherein said polynucleotide construct is a library
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wherein said Fab first chain-coding sequence and said Fab second chain-coding sequence comprise random se-
quences, preferably
wherein said library comprising random sequences is a (i) naive library or (ii) focused library.

7. The polynucleotide construct according to claim 6, wherein said library comprising random sequences is a library
comprising single amino acid substitutions in the complementarity-determining region(s) (CDR(s)) of the Fab first
chain and/or the Fab second chain.

8. A method for screening a Fab, said method comprising the steps of:

(i) introducing the polynucleotide construct according to any one of claims 1 to 7 into a cell-free translation
system to synthesize Fabs, and displaying said synthesized Fabs on the polynucleotides encoding said Fabs;
(ii) bringing said Fabs displayed on said polynucleotides into contact with an antigen;
(iii) selecting a Fab of interest that reacts with said antigen; and
(iv) amplifying the polynucleotide encoding said Fab of interest.

9. The method for screening a Fab according to claim 8, said method comprising the steps of:

(I) providing a plurality of types of the polynucleotide construct according to claim 7, in each of which the Fab
first chain-coding sequence or the Fab second chain-coding sequence encodes an amino acid sequence com-
prising a single amino acid substitution at a single position in a CDR in the amino acid sequence of the Fab first
chain or the Fab second chain of the parent antibody, such that single amino acid substitutions are contained
for a plurality of positions in the CDRs of the Fab first chain and the Fab second chain;
(II) carrying out first screening wherein said steps (i) to (iv) are repeated using said plurality of types of the
polynucleotide construct, to screen a plurality of high-affinity Fabs;
(III) analyzing single amino acid substitutions at respective positions in the CDRs of the Fab first chain and the
Fab second chain in said plurality of Fabs selected in said first screening step;
(IV) providing the polynucleotide construct according to claim 9 wherein the Fab first chain-coding sequence
and the Fab second chain-coding sequence encode amino acid sequences comprising combinations of the
single amino acid substitutions identified in said first screening at said respective positions in the CDRs of the
Fab first chain and Fab second chain sequences of the parent antibody; and
(V) carrying out second screening wherein said steps (i) to (iv) are repeated using said polynucleotide construct,
to screen a high-affinity Fab.

10. The method according to claim 8 or 9, wherein said cell-free translation system is (i) a cell extract containing
ribosomes, or

(ii) wherein said cell-free translation system is composed of factors independently purified, preferably
wherein said cell-free translation system contains at least one component selected from the group consisting
of initiation factors, elongation factors, aminoacyl-tRNA synthetase and methionyl-tRNA transformylase.

11. The method according to claim 10(ii), wherein said cell-free translation system does not contain a releasing factor.

12. A method for producing a Fab, said method comprising the step of introducing the polynucleotide construct according
to any one of claims 1 to 7 into an cell-free translation system to produce a Fab.

13. A kit for producing or screening a Fab, said kit comprising the polynucleotide construct according to any one of
claims 1 to 7.

14. A method for maximizing the affinity of a target-substance-binding protein to a target substance, said method com-
prising the steps of:

(I) constructing single-position libraries wherein one amino acid among all amino acid positions constituting a
target-substance-binding site in a target-substance-binding protein is randomized to all the 20 types of naturally-
occurring amino acids, to provide as many single- position libraries as the number of the all amino acid positions;
(II) constructing a primary library by integrating all of, or an appropriate unit of, these single-position libraries;
(III) selecting said primary library using a protein display system based on the affinity to target
(IV) determining the polynucleotide sequence information of said selected sample of the primary library;
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(V) extracting single amino acid substitutions frequently observed in said nucleotide sequence information;
(VI) constructing a secondary library comprising combinations of said frequently observed single amino acid
substitutions; and
(VII) selecting said secondary library using a protein display system based on the affinity to a target, preferably

wherein the step of determining the polynucleotide sequence information of said selected sample of the primary
library is carried out using a next-generation sequencer.

15. The method according to claim 14, wherein said target-substance-binding protein is a full-length antibody or an
antibody fragment and said target-substance-binding site is a CDR region.

16. The method according to any of claims 14 or 15, wherein said protein display system is ribosome display, CIS
display, mRNA display, phage display, bacterial surface display, yeast cell surface display, or cell surface display
with a higher eukaryote.

Patentansprüche

1. Polynukleotidkonstrukt, das eine Kodierungssequenz der ersten Kette von Fab und eine Kodierungssequenz der
zweiten Kette von Fab umfasst, wobei das Polynukleotidkonstrukt ein durch sich selbst kodiertes Fab ohne Disso-
ziation exprimiert und einen Komplex mit dem Fab aufrechterhält, wenn es in ein zellfreies Translationssystem, das
Ribosomen enthält, eingeführt wird,
wobei (i) das Polynukleotidkonstrukt monocistronisch Folgendes umfasst: eine Ribosomenbindungssequenz, Ko-
dierungssequenz der ersten Kette von Fab, Linkerpeptid-Kodierungssequenz, Kodierungssequenz der zweiten Kette
von Fab und Gerüst-Kodierungssequenz in dieser Reihenfolge, und weiter an seinem 3’-Ende eine Struktur umfasst,
die für die Aufrechterhaltung eines Komplexes mit dem durch sich selbst kodierten Fab notwendig ist, oder (ii) das
Polynukleotidkonstrukt ein die erste Kette von Fab exprimierendes Cistron und ein die zweite Kette von Fab expri-
mierendes Cistron umfasst, die jeweils Folgendes enthalten: eine Ribosomenbindungssequenz, eine Kodierungs-
sequenz der ersten Kette von Fab oder Kodierungssequenz der zweiten Kette von Fab und eine Gerüst-Kodie-
rungssequenz in dieser Reihenfolge, wobei das erste Fab exprimierende Cistron weiter an seinem 3’-Ende eine
Ribosomen-Arrestsequenz ("Ribosome Stall Sequence") umfasst, das die zweite Kette von Fab exprimierende
Cistron weiter an seinem 3’-Ende eine Struktur umfasst, die für die Aufrechterhaltung eines Komplexes mit dem
durch sich selbst kodierten Fab notwendig ist, wobei in (i) oder (ii) die Struktur, die für die Aufrechterhaltung eines
Komplexes mit dem durch sich selbst kodierten Fab notwendig ist, eine Ribosomen-Arrestsequenz, Puromycin oder
ein Derivat davon oder eine DNA-Bindungsprotein-Kodierungssequenz und eine Bindungssequenz für das DNA-
Bindungsprotein ist.

2. Polynukleotidkonstrukt nach Anspruch 1, wobei die Struktur, die für die Aufrechterhaltung eines Komplexes mit dem
durch sich selbst kodierten Fab notwendig ist, eine Ribosomen-Arrestsequenz ist, bevorzugt
wobei die Ribosomen-Arrestsequenz eine SecM-Sequenz, Diprolinsequenz oder beides davon ist.

3. Polynukleotidkonstrukt nach Anspruch 1, wobei die Ribosomen-Arrestsequenz aus 2 bis 4 Repeats der SecM-
Sequenz besteht.

4. Polynukleotidkonstrukt nach einem vorstehenden Anspruch, wobei ein Stopcodon in der 3’-Seite der Ribosomen-
Arrestsequenz vorliegt.

5. Polynukleotidkonstrukt nach Anspruch 1, wobei die Struktur, die für die Aufrechterhaltung eines Komplexes mit dem
durch sich selbst kodierten Fab notwendig ist,

(i) Puromycin oder ein Derivat davon ist oder
(ii) eine DNA-Bindungsprotein-Kodierungssequenz und eine Bindungssequenz für das DNA-Bindungsprotein
ist, bevorzugt

wobei (a) das DNA-Bindungsprotein ein cis-Bindungsprotein ist, das niemals während Transkription/Translations-
reaktion von dem DNA-Molekül, das als Template für die Transkription/Translation verwendet wird, dissoziiert ist
und das zu der Bindungssequenz für das DNA-Bindungsprotein, die sich in dem gleichen DNA-Molekül befindet,
bindet oder (b) wobei das DNA-Bindungsprotein RepA ist, das durch Escherichia-coli-R1-Plasmid kodiert wird, und
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die Bindungssequenz für das DNA-Bindungsprotein eine CIS-ori-Sequenz ist, die sich stromabwärts von der RepA-
Kodierungssequenz in dem gleichen Polynukleotid befindet.

6. Polynukleotidkonstrukt nach einem vorstehenden Anspruch, wobei das Polynukleotidkonstrukt eine Bibliothek ist,
wobei die Kodierungssequenz der ersten Kette von Fab und die Kodierungssequenz der zweiten Kette von Fab
zufällige Sequenzen umfassen, bevorzugt
wobei die Bibliothek, die zufällige Sequenzen umfasst, eine (i) naive Bibliothek oder (ii) fokussierte Bibliothek ist.

7. Polynukleotidkonstrukt nach Anspruch 6, wobei die Bibliothek, die zufällige Sequenzen umfasst, eine Bibliothek ist,
die Einzelaminosäuresubstitutionen in der/den Komplementarität bestimmenden Region(en) (complementarity-de-
termining region(s) (CDR)) der ersten Kette von Fab und/oder der zweiten Kette von Fab umfasst.

8. Verfahren für das Screening eines Fab, wobei das Verfahren die folgenden Schritte umfasst:

(i) Einführen des Polynukleotidkonstrukts nach einem der Ansprüche 1 bis 7 in ein zellfreies Translationssystem,
um Fabs zu synthetisieren, und Display (Präsentation) der synthetisierten Fabs auf den Polynukleotiden, die
die Fabs kodieren;
(ii) Inkontaktbringen der Fabs, die auf den Polynukleotiden präsentiert sind, mit einem Antigen; (iii) Selektieren
eines interessierenden Fab, das mit dem Antigen reagiert; und
(iv) Amplifizieren des Polynukleotids, das das interessierende Fab kodiert.

9. Verfahren für das Screening eines Fab nach Anspruch 8, wobei das Verfahren die folgenden Schritte umfasst:

(I) Bereitstellen einer Vielzahl von Arten des Polynukleotidkonstrukts nach Anspruch 7, von denen in jedem die
Kodierungssequenz der ersten Kette von Fab oder die Kodierungssequenz der zweiten Kette von Fab eine
Aminosäuresequenz kodiert, die eine Einzelaminosäuresubstitution an einer einzigen Position in einer CDR in
der Aminosäuresequenz der ersten Kette von Fab oder der zweiten Kette von Fab des Eltern-Antikörpers
umfasst, sodass Einzelaminosäuresubstitutionen für eine Vielzahl von Positionen in den CDRs der ersten Kette
von Fab und der zweiten Kette von Fab enthalten sind;
(II) Durchführen eines ersten Screenings, wobei die Schritte (i) bis (iv) unter Verwendung der Vielzahl von Arten
des Polynukleotidkonstrukts wiederholt werden, um eine Vielzahl von Hochaffinitäts-Fabs zu screenen;
(III) Analysieren von Einzelaminosäuresubstitutionen an entsprechenden Positionen in den CDRs der ersten
Kette von Fab und der zweiten Kette von Fab in der Vielzahl von Fabs, die in dem ersten Screening-Schritt
ausgewählt wurden;
(IV) Bereitstellen des Polynukleotidkonstrukts nach Anspruch 9, wobei die Kodierungssequenz der ersten Kette
von Fab und die Kodierungssequenz der zweiten Kette von Fab Aminosäuresequenzen kodieren, die Kombi-
nationen der Einzelaminosäuresubstitutionen umfassen, die in dem ersten Screening an den entsprechenden
Positionen in den CDRs der Sequenzen der ersten Kette von Fab und der zweiten Kette von Fab des Eltern-
Antikörpers identifiziert wurden; und
(V) Durchführen eines zweiten Screenings, wobei die Schritte (i) bis (iv) unter Verwendung des Polynukleotid-
konstrukts wiederholt werden, um einen Hochaffinitäts-Fab zu screenen.

10. Verfahren nach Anspruch 8 oder 9, wobei das zellfreie Translationssystem (i) ein Zellextrakt, der Ribosomen enthält,
ist oder

(ii) wobei das zellfreie Translationssystem aus unabhängig aufgereinigten Faktoren besteht, bevorzugt

wobei das zellfreie Translationssystem mindestens eine Komponente enthält, die aus der Gruppe ausgewählt ist,
die aus Initiationsfaktoren, Elongationsfaktoren, Aminoacyl-tRNA-Synthetase und Methionyl-tRNA-Transformylase
besteht.

11. Verfahren nach Anspruch 10 (ii), wobei das zellfreie Translationssystem keinen Freisetzungsfaktor enthält.

12. Verfahren für die Erzeugung eines Fab, wobei das Verfahren den Schritt des Einführens des Polynukleotidkonstrukts
nach einem der Ansprüche 1 bis 7 in ein zellfreies Translationssystem umfasst, um ein Fab zu erzeugen.

13. Kit für die Erzeugung oder das Screening eines Fab, wobei der Kit das Polynukleotidkonstrukt nach einem der
Ansprüche 1 bis 7 umfasst.
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14. Verfahren für die Maximierung der Affinität eines Zielsubstanz-Bindungsproteins zu einer Zielsubstanz, wobei das
Verfahren die folgenden Schritte umfasst:

(I) Konstruieren von Einzelpositions-Bibliotheken, wobei eine Aminosäure unter allen Aminosäurepositionen,
die eine Zielsubstanz-Bindungsstelle in einem Zielsubstanz-Bindungsprotein darstellen, für alle der 20 Arten
von natürlich vorkommenden Aminosäuren randomisiert ist, um so viele Einzelpositions-Bibliotheken wie die
Anzahl aller Aminosäurepositionen bereitzustellen;
(II) Konstruieren einer primären Bibliothek durch Einfügen aller oder einer geeigneten Einheit dieser Einzelpo-
sitions-Bibliotheken;
(III) Selektieren der primären Bibliothek unter Verwendung eines Protein-Display-Systems basierend auf der
Affinität zum Ziel;
(IV) Bestimmen der Polynukleotidsequenzinformation der selektierten Probe der primären Bibliothek;
(V) Extrahieren von Einzelaminosäuresubstitutionen, die häufig in der Nukleotidsequenzinformation beobachtet
werden;
(VI) Konstruieren einer sekundären Bibliothek, die Kombinationen der häufig beobachteten Einzelaminosäure-
substitutionen umfasst; und
(VII) Selektieren der sekundären Bibliothek unter Verwendung eines Protein-Display-Systems basierend auf
der Affinität zu einem Ziel, bevorzugt wobei der Schritt des Bestimmens der Polynukleotidsequenzinformation
der selektierten Probe der primären Bibliothek unter Verwendung eines Next-Generation-Sequenzers durch-
geführt wird.

15. Verfahren nach Anspruch 14, wobei das Zielsubstanz-Bindungsprotein ein Antikörper vollständiger Länge oder ein
Antikörperfragment ist und die Zielsubstanz-Bindungsstelle eine CDR-Region ist.

16. Verfahren nach einem der Ansprüche 14 oder 15, wobei das Protein-Display-System Folgendes ist: Ribosomen-
Display, CIS-Display, mRNA-Display, Phagen-Display, Bakterienoberflächen-Display, Hefezelloberflächen-Display
oder Zelloberflächen-Display mit einem höheren Eukaryoten.

Revendications

1. Construction polynucléotidique comprenant une séquence codant une première chaîne Fab et une séquence codant
une deuxième chaîne Fab, où ladite construction polynucléotidique exprime un Fab codé par lui-même sans dis-
sociation, et maintient un complexe avec le Fab, lorsqu’elle est introduite dans un système de traduction acellulaire
contenant des ribosomes,
où (i) ladite construction polynucléotidique comprend d’une manière monocistronique une séquence de liaison
ribosomique, une séquence codant une première chaîne Fab, une séquence codant un peptide lieur, une séquence
codant une deuxième chaîne Fab et une séquence codant un échafaudage dans cet ordre, et comprend en outre
à son extrémité 3’ une structure nécessaire au maintien d’un complexe avec le Fab codé par lui-même, ou bien (ii)
ladite construction polynucléotidique comprend un cistron exprimant une première chaîne Fab et un cistron exprimant
une deuxième chaîne Fab contenant chacun une séquence de liaison ribosomique, une séquence codant une
première chaîne Fab ou une séquence codant une deuxième chaîne Fab, et une séquence codant un échafaudage
dans cet ordre, ledit premier cistron exprimant Fab comprenant en outre à son extrémité 3’ une séquence de calage
ribosomique, ledit cistron exprimant une deuxième chaîne Fab comprenant en outre à son extrémité 3’ une structure
nécessaire au maintien d’un complexe avec le Fab codé par lui-même, où sous (i) ou sous (ii), ladite structure
nécessaire au maintien d’un complexe avec le Fab codé par lui-même est une séquence de calage ribosomique,
de la puromycine ou un dérivé de celle-ci, ou une séquence codant une protéine de liaison à l’ADN et une séquence
de liaison pour ladite protéine de liaison à l’ADN.

2. Construction polynucléotidique selon la revendication 1, dans laquelle ladite structure nécessaire au maintien d’un
complexe avec le Fab codé par lui-même est une séquence de calage ribosomique, de préférence dans laquelle
ladite séquence de calage ribosomique est une séquence SecM, une séquence de diprolines ou toutes les deux.

3. Construction polynucléotidique selon la revendication 1, dans laquelle ladite séquence de calage ribosomique se
compose de 2 à 4 répétitions de la séquence SecM.

4. Construction polynucléotidique selon l’une quelconque des revendications précédentes, dans laquelle un codon
d’arrêt est présent du côté 3’ de ladite séquence de calage ribosomique.
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5. Construction polynucléotidique selon la revendication 1, dans laquelle ladite structure nécessaire au maintien d’un
complexe avec le Fab codé par lui-même

(i) puromycine ou un dérivé de celle-ci, ou bien
(ii) une séquence codant une protéine de liaison à l’ADN et une séquence de liaison pour ladite protéine de
liaison à l’ADN, de préférence

où (a) ladite protéine de liaison à l’ADN est une protéine de liaison en cis qui n’est jamais dissociée durant la réaction
de transcription/traduction de la molécule d’ADN utilisée comme une matrice pour ladite transcription/traduction et
qui se lie à ladite séquence de liaison pour la protéine de liaison à l’ADN située dans la même molécule d’ADN, ou
bien (b) où ladite protéine de liaison à l’ADN est une RepA codée par un plasmide R1 d’Escherichia coli et ladite
séquence de liaison pour la protéine de liaison à l’ADN est une séquence CIS-ori située en aval de la séquence
codant RepA dans le même polynucléotide.

6. Construction polynucléotidique selon l’une quelconque des revendications précédentes, où ladite construction po-
lynucléotidique est une banque dans laquelle ladite séquence codant une première chaîne Fab et ladite séquence
codant une deuxième chaîne Fab comprennent des séquences aléatoires, de préférence
dans laquelle ladite banque comprenant des séquences aléatoires est (i) une banque naïve ou bien (ii) une banque
contrainte.

7. Construction polynucléotidique selon la revendication 6, dans laquelle ladite banque comprenant des séquences
aléatoires est une banque comprenant des substitutions de simples acides aminés dans les régions déterminantes
complémentaires (CDR) de la première chaîne Fab et/ou de la deuxième chaîne Fab.

8. Procédé de criblage d’un Fab, ledit procédé comprenant les étapes consistant à :

(i) introduire la construction polynucléotidique selon l’une quelconque des revendications 1 à 7 dans un système
de traduction acellulaire pour synthétiser des Fab, et afficher lesdits Fab synthétisés sur les polynucléotides
codant lesdits Fab ;
(ii) mettre lesdits Fab affichés sur lesdits polynucléotides en contact avec un antigène ;
(iii) sélectionner un Fab d’intérêt qui réagit avec ledit antigène ; et
(iv) amplifier le polynucléotide codant ledit Fab d’intérêt.

9. Procédé de criblage d’un Fab selon la revendication 8, ledit procédé comprenant les étapes consistant à :

(I) fournir une pluralité de types de la construction polynucléotidique selon la revendication 7, dans chacun
desquels la séquence codant une première chaîne Fab ou la séquence codant une deuxième chaîne Fab code
une séquence d’acides aminés comprenant une substitution d’un simple acide aminé à une seule position dans
une CDR dans la séquence d’acides aminés de la première chaîne Fab ou de la deuxième chaîne Fab de
l’anticorps parent, de telle sorte que des substitutions de simples acides aminés sont contenues pour une
pluralité de positions dans les CDR de la première chaîne Fab et de la deuxième chaîne Fab ;
(II) effectuer un premier criblage dans lequel lesdites étapes (i) à (iv) sont répétées en utilisant ladite pluralité
de types de la construction polynucléotidique, pour cribler une pluralité de Fab de haute affinité ;
(III) analyser les substitutions de simples acides aminés aux positions respectives dans les CDR de la première
chaîne Fab et de la deuxième chaîne Fab dans ladite pluralité de Fab sélectionnés dans ladite première étape
de criblage ;
(IV) fournir la construction polynucléotidique selon la revendication 9, dans laquelle la séquence codant une
première chaîne Fab et la séquence codant une deuxième chaîne Fab codent des séquences d’acides aminés
comprenant des combinaisons des substitutions de simples acides aminés identifiées dans ledit premier criblage
auxdites positions respectives dans les CDR des séquences d’une première chaîne Fab et d’une deuxième
chaîne Fab de l’anticorps parent ; et
(V) effectuer un deuxième criblage dans lequel lesdites étapes (i) à (iv) sont répétées en utilisant ladite cons-
truction polynucléotidique, pour cribler un Fab de haute affinité.

10. Procédé selon la revendication 8 ou 9, dans lequel ledit système de traduction acellulaire est

(i) un extrait cellulaire contenant des ribosomes, ou bien
(ii) dans lequel ledit système de traduction acellulaire se compose de facteurs purifiés indépendamment, de
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préférence dans lequel ledit système de traduction acellulaire contient au moins un composant sélectionné
parmi le groupe consistant en facteurs d’initiation, facteurs d’élongation, aminoacyl-ARNt synthétase et mé-
thionyl-ARNt transformylase.

11. Procédé selon la revendication 10(ii), dans lequel ledit système de traduction acellulaire ne contient pas de facteur
libérateur.

12. Procédé de production d’un Fab, ledit procédé comprenant l’étape consistant à introduire la construction polynu-
cléotidique selon l’une quelconque des revendications 1 à 7 dans un système de traduction acellulaire pour produire
un Fab.

13. Kit de production ou de criblage d’un Fab, ledit kit comprenant la construction polynucléotidique selon l’une quel-
conque des revendications 1 à 7.

14. Procédé de maximalisation de l’affinité d’une protéine de liaison à une substance cible pour une substance cible,
ledit procédé comprenant les étapes consistant à :

(I) construire des banques à simples positions où un acide aminé parmi toutes les positions d’acides aminés
constituant un site de liaison à une substance cible dans une protéine de liaison à une substance cible est
randomisé à tous les 20 types d’acides aminés naturels, afin de fournir autant de banques à simples positions
que le nombre de toutes les positions d’acides aminés ;
(II) construire une banque primaire en intégrant toutes, ou une unité appropriée de ces banques à simples
positions ;
(III) sélectionner ladite banque primaire en utilisant un système d’affichage de protéine sur la base de l’affinité
pour une cible ;
(IV) déterminer les informations de la séquence polynucléotidique dudit échantillon sélectionné de la banque
primaire ;
(V) extraire des substitutions de simples acides aminés fréquemment observées dans lesdites informations de
la séquence de nucléotides ;
(VI) construire une banque secondaire comprenant des combinaisons desdites substitutions de simples acides
aminés fréquemment observées ; et
(VII) sélectionner ladite banque secondaire en utilisant un système d’affichage de protéine sur la base de l’affinité
pour une cible, de préférence dans lequel l’étape de détermination des informations de la séquence polynu-
cléotidique dudit échantillon sélectionné de la banque primaire, est effectuée en utilisant un séquenceur de
génération suivante.

15. Procédé selon la revendication 14, dans lequel ladite protéine de liaison à une substance cible est un anticorps
entier ou un fragment d’anticorps et ledit site de liaison à une substance cible est une région CDR.

16. Procédé selon l’une quelconque des revendications 14 ou 15, dans lequel ledit système d’affichage de protéine est
un affichage de ribosome, un affichage CIS, un affichage d’ARNm, un affichage de phage, un affichage de surface
bactérienne, un affichage de surface de cellule de levure ou un affichage de surface cellulaire avec un eucaryote
supérieur.



EP 2 647 704 B1

106



EP 2 647 704 B1

107



EP 2 647 704 B1

108



EP 2 647 704 B1

109



EP 2 647 704 B1

110



EP 2 647 704 B1

111



EP 2 647 704 B1

112



EP 2 647 704 B1

113



EP 2 647 704 B1

114



EP 2 647 704 B1

115



EP 2 647 704 B1

116



EP 2 647 704 B1

117



EP 2 647 704 B1

118



EP 2 647 704 B1

119



EP 2 647 704 B1

120



EP 2 647 704 B1

121



EP 2 647 704 B1

122



EP 2 647 704 B1

123



EP 2 647 704 B1

124



EP 2 647 704 B1

125



EP 2 647 704 B1

126



EP 2 647 704 B1

127



EP 2 647 704 B1

128

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

• JP 2008271903 A [0009]
• JP 2011182794 A [0009]
• WO 9816636 A [0042]
• WO 200422746 A [0045] [0063]
• JP 2005537795 PCT [0045] [0063]
• JP 2003102495 A [0071] [0081]

• JP 2008 A [0071]
• JP 271903 A [0071]
• JP 2003514572 PCT [0093]
• WO 2008103475 A [0133]
• JP 2010268763 A [0202]

Non-patent literature cited in the description

• G. P. SMITH et al. Science, 1985, vol. 228,
1315-1317 [0010]

• J. MCCAFFERIY et al. Nature, 1990, vol. 348,
552-554 [0010]

• M. HUST et al. BMC Biotechnology, 2007, vol. 7, 14
[0010]

• T. SUMIDA et al. Nucleic Acid Research, 2009, vol.
37 (22), 147 [0010]

• SAKANO et al. Nature, 1980, vol. 286, 676 [0020]
• ELLISON et al. Nucleic Acids Res., 1982, vol. 10,

4071 [0020]
• HUCK et al. Nucleic Acids Res., 1986, vol. 14, 1779

[0020]
• HIETER et al. J. Biol. Chem., 1982, vol. 257, 1516

[0020]
• MAX et al. Cell, 1980, vol. 22, 197 [0020]
• MARKS et al. J. Mol. Biol., 1991, vol. 222, 581 [0020]
• WELSCHOF et al. J. Immunol. Methods, 1995, vol.

179, 203 [0020]
• CAMPBELL et al. Mol. Immunol., 1992, vol. 29, 193

[0020]
• CLACKSON et al. Nature, 1991, vol. 352, 624-628

[0022]
• SODERLIND et al. Nat. Biotechnol., 2000, vol. 18,

852-856 [0022]
• HOET et al. Nat. Biotechnol., 2005, vol. 23, 344-348

[0022]
• KNAPPIK et al. J. Mol. Biol., 2000, vol. 296, 57-86

[0022]
• BODER et al. Proc Natl Acad Sci U S A, 2000, vol.

97, 10701-10705 [0024]
• RAJPAL et al. Proc Natl Acad Sci U S A, 2005, vol.

102, 8466-8471 [0024]
• LEE et al. Blood, 2006, vol. 108, 3103-3111 [0024]
• KANG et al. Proc Natl Acad Sci U S A, 1991, vol. 88,

11120-11123 [0024]
• NAKATOGAWA et al. Mol. Cell, 2006, vol. 22,

545-552 [0031]

• Proc. Natl. Acad. Sci. U. S. A., 2004, vol. 101,
2806-2810 [0045] [0063]

• PINTO et al. Mol. Microbiol., 2011, vol. 81, 1593-1606
[0045] [0063]

• FRANCKE et al. Proc Natl Acad Sci U S A, 1972,
vol. 69, 475-479 [0045] [0063]

• ECHOLS et al. Genetics, 1976, vol. 83, 5-10 [0045]
[0063]

• Molecular Cloning. Cold spring Harbor Laboratory
Press, 2001 [0066]

• ZUBAY. Annual Review of Genetics, 1973, vol. 7,
267-287 [0070]

• ROBERTS et al. Proc Natl Acad Sci U S A, 1973,
vol. 70, 2330-2334 [0070]

• PELHAM et al. Eur. J. Biochem., 1976, vol. 67,
247-256 [0070]

• LESLEY et al. J. Biol. Chem., 1991, vol. 266,
2632-2638 [0070]

• CLAUDIO O et al. Biochemistry, 1990, vol. 29,
5881-5889 [0083]

• PAPE T et al. EMBO J, 1998, vol. 17, 7490-7497
[0084]

• HWANG YW et al. Arch. Biochem. Biophys., 1997,
vol. 348, 157-162 [0084]

• AGRAWAL RK et al. Nat. Struck. Biol., 1999, vol. 6,
643-647 [0084]

• RODNINA MW. et al. FEMS Microbiology Reviews,
1999, vol. 23, 317-333 [0084]

• FRANCKLYN C et al. RNA, 1997, vol. 3, 954-960
[0085]

• Proteins, Nucleic Acids and Enzymes, 1994, vol. 39,
1215-1225 [0085]

• RAMESH V et al. Proc. Natl. Acad. Sci. USA, 1999,
vol. 96, 875-880 [0086]

• Nucleic Acid Research, 2010, vol. 38 (13), e141
[0087]

• Nucleic Acid Research, 1988, vol. 16 (14), 6493
[0087]



EP 2 647 704 B1

129

• HOHSAKA, T et al. J. Am. Chem. Soc., 1996, vol.
121, 34-40 [0093]

• HIRAO I et al. Nat. Biotechnol., 2002, vol. 20,
177-182 [0093]

• HOHSAKA et al. J. Am. Chem. Soc., 1999, vol. 121,
12194-12195 [0093]

• SHIMIZU et al. Nat. Biotechnol., 2001, vol. 19,
751-755 [0097]

• SHIMIZU et al. Methods, 2005, vol. 36, 299-304
[0097]

• YING et al. Biochem. Biophys. Res. Commun., 2004,
vol. 320, 1359-1364 [0097]

• BUKAU ; HORWICH. Cell, 1998, vol. 92, 351-366
[0098]

• YOUNG et al. Nat. Rev. Mol. Cell Biol, 2004, vol. 5,
781 [0098]

• COOMBER. Method Mol. Biol., 2002, vol. 178,
133-145 [0106]

• MARDIS. Annu. Rev. Genom. Human Genet., 2008,
vol. 9, 387-402 [0119] [0142]

• PERSSON et al. Chem. Soc. Rev., 2010, vol. 39,
985-999 [0119] [0142]

• JOSE. Appl. Microbiol. Biotechnol., 2006, vol. 69,
607-614 [0133]

• FELDHAUS et al. Nat. Biotechnol., 2003, vol. 21,
163-70 [0133]

• KANAPPIK et al. J Mol Biol., 2000, vol. 296, 57-86
[0151]

• SHIBUI et al. Appl Microbiol Biotechnol., 2009, vol.
84, 725-732 [0151]

• CARTER et al. Proc Natl Acad Sci USA., 1992, vol.
89, 4285-4289 [0151]

• SHIBUI et al. Biotechnol. Lett., 2009, vol. 31,
1103-1110 [0152]

• FELLOUSE et al. J. Mol. Biol., 2007, vol. 373,
924-940 [0157]

• SHIMIZU et al. Nat Biotechnol., 2001, vol. 19,
751-755 [0162]

• OHASHI et al. Biochem Biophys Res Commun.,
2007, vol. 352, 270-276 [0162] [0164]

• ODEGRIP et al. Proc Natl Acad Sci USA., 2004, vol.
101, 2806-2810 [0198]


	bibliography
	description
	claims
	drawings
	cited references

