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GM607°Cl antibody kappa light
chain variable region

SEQ ID NO: 14

Asp
1
Glu
Asn
Pro
Asp
65

Ser

Leu

Ile Val Met
Pro Ala Ser
20

Gly Tyr Asn
35

Gln Leu Leu
50

Arg Phe Ser

Arg Val Glu

Gln Thr Pro
100

Thr
5

Ile
Tyr
Ile
Gly
Ala

85

Gln

Gln
Ser
Leu
Tyr
Ser
70

Glu

Thr

Ser Pro Leu Ser Leu
10

Cys Arg Ser Ser Gln
25

Asp Trp Tyr Leu Gln
40

PCT/US2012/036072

FIG. 7

Pro

Ser

Lys

Leu Gly Ser Asn Arg Ala

55

Gly Ser Gly Thr Asp
75

Asp Val Gly Val Tyr
90

Phe Gly Gln Gly Thr
105

21/28°CL antibody heavy
chain variable region

SEQ ID NO: 15

60

Phe

Tyr

Lys

Val Thr Pro

15

Leu Leu His

30

Pro
45

Gly Gln
Ser Gly Val
Thr Leu Lys

Met Gln
95

Cys

Val Glu Ile
110

Gly
Ser
Ser
Pro
Ile
80

Ala

Lys

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1

5

10

15

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
20 25

30

Ala Met His Trp Val Arg Gln Ala Pro Gly Gln Arg Leu Glu Trp Met
40 45

35

Gly Trp Ile Asn Ala Gly Asn Gly Asn Thr Lys Tyr Ser Gln Lys Phe

50

55

60

Gln Gly Arg Val Thr Ile Thr Arg Asp Thr Ser Ala Ser Thr Ala Tyr
70

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85

Ala Arg Gly Gly Tyr Tyr Gly Ser Gly Ser Asn Tyr Trp Gly Gln Gly

65

100

15

90

105

Thr Leu Val Thr Val Ser Ser

115
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SEQUENCE LISTING

<110> MILLENNIUM PHARMACEUTICALS, INC.

<120> FORMULATION FOR ANTI-ALPHA-4-BETA-7 ANTIBODY

<130> 079259-0615

<140>

<141>

<150> 61/585,859

<151>2012-01-12

<150> 61/550,545

<151>2011-10-24

<150>61/481,533

<151>2011-05-02

<160> 15

<170> Patentln version 3.5

<210>1

<211> 1445

<212>DNA
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<213> Artificial Sequence

<220>

<221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400>1

gaattctcga gatcgatctc accatgggat ggagctgtat catcctcttc ttggtagcaa 60

cagctacagg tgtccactcc caggtgcaat tggtgcagtc tggggctgag gttaagaage 120

ctggggcttc agtgaaggtg tcctgcaagg gttctggcta caccttcacc agetactgga 180

tgcattgggt gaggcaggcg cctggeccaac gtctagagtg gatcggagag attgatcctt 240

ctgagagtaa tactaactac aatcaaaaat tcaagggacg cgtcacattg actgtagaca 300

tttccgctag cacagcctac atggagctct ccagectgag atctgaggac actgeggtct 360

actattgtgc aagagggggt tacgacggat gggactatgce tattgactac tggggtcaag 420

gcaccctggt caccgtcage tcagectcca ccaagggecc ateggtette ccectggecac 480

cctcctccaa gagcacctct gggggeacag cggeectggg ctgectggte aaggactact 540

tccecgaacc ggtgacggtg tegtggaact caggegecect gaccagegge gtgcacacct 600
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tcceggcetgt cctacagtec tcaggactct actcectcag cagegtggtg accgtgeect 660

ccagcagctt gggcacccag acctacatct gcaacgtgaa tcacaagecc agcaacacca 720

aggtggacaa gaaagttgag cccaaatctt gtgacaaaac tcacacatgc ccaccgtgce 780

cagcacctga actcgcgggg gcaccgtcag tcttectett ccccccaaaa cccaaggaca 840

ccctcatgat ctccecggace cctgaggtca catgegtggt ggtggacgtg agecacgaag 900

accctgaggt caagttcaac tggtacgtgg acggcgtgga ggtgcataat gccaagacaa 960

agccgeggga ggagceagtac aacageacgt accgtgtggt cagegtecte accgtectge 1020

accaggactg gctgaatggc aaggagtaca agtgcaaggt ctccaacaaa geecctcccag 1080

cccccatcga gaaaaccatc tccaaagceca aagggcagec ccgagaacca caggtgtaca 1140

ccctgeeccc atcccgggat gagetgacca agaaccaggt cagectgace tgectggtca 1200

aaggcttcta tcccagegac atcgecgtgg agtgggagag caatgggeag ccggagaaca 1260

actacaagac cacgcctccc gtgetggact ccgacggcetc cttcttecte tacagcaage 1320

tcaccgtgga caagagcagg tggcagcagg ggaacgtctt ctcatgctce gtgatgecatg 1380
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aggctctgea caaccactac acgcagaaga gectctecct gtctcegggt aaataatcta 1440

gagca 1445

<210>2
<211>470
<212> PRT

<213> Artificial Sequence

<220>
<221>source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 2

Met Gly Trp Ser Cys lle lle Leu Phe Leu Val Ala Thr Ala Thr Gly

1 5 10 15

Val His Ser GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys

20 25 30

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Gly Ser Gly Tyr Thr Phe

35 40 45
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Thr Ser Tyr Trp Met His Trp Val Arg GIn Ala Pro Gly GIn Arg Leu

50 55 60

Glu Trp lle Gly Glu lle Asp Pro Ser Glu Ser Asn Thr Asn Tyr Asn

65 70 75 80

GlIn Lys Phe Lys Gly Arg Val Thr Leu Thr Val Asp lle Ser Ala Ser

85 90 95

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val

100 105 110

Tyr Tyr Cys Ala Arg Gly Gly Tyr Asp Gly Trp Asp Tyr Ala lle Asp

115 120 125

Tyr Trp Gly GIn Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys

130 135 140

Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly

145 150 155 160
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Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro

165 170 175

Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr

180 185 190

Phe Pro Ala Val Leu GlIn Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val

195 200 205

Val Thr Val Pro Ser Ser Ser Leu Gly Thr GIn Thr Tyr lle Cys Asn

210 215 220

Val Asn His Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu Pro

225 230 235 240

Lys Ser Cys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu

245 250 255

Leu Ala Gly Ala Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp

6/22



260 265 270

Thr Leu Met lle Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp

275 280 285

Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly

290 295 300

Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu GIn Tyr Asn

305 310 315 320

Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His GIn Asp Trp

325 330 335

Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro

340 345 350

Ala Pro lle Glu Lys Thr lle Ser Lys Ala Lys Gly GIn Pro Arg Glu

355 360 365
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Pro GIn Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn

370 375 380

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle

385 390 395 400

Ala Val Glu Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr

405 410 415

Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys

420 425 430

Leu Thr Val Asp Lys Ser Arg Trp GlIn GIn Gly Asn Val Phe Ser Cys

435 440 445

Ser Val Met His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu

450 455 460

Ser Leu Ser Pro Gly Lys

465 470
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<210>3

<211>751

<212> DNA

<213> Artificial Sequence

<220>

<221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 3

gaattctcga gatcgatctc accatgggat ggagctgtat catcctcttc ttggtagcaa 60

cagctacagg tgtccactcc gatgtagtga tgactcaaag tccactctee ctgectgtca 120

cccctggaga accagcttct atctcttgea ggtctagtca gagtcttgea aagagttatg 180

ggaacaccta tttgtcttgg tacctgcaga agcctggeca gtctccacag ctectcatct 240

atgggatttc caacagattt tctggggtgc cagacaggtt cagtggcagt ggttcaggga 300

cagatttcac actcaagatc tcgcgagtag aggctgagga cgtgggagtg tattactget 360

tacaaggtac acatcagccg tacacgttcg gacaggggac caaggtggag atcaagegta 420

cggtggctge accatctgte ttcatcttce cgecatctga tgagcagttg aaatctggaa 480
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ctgcctctgt tgtgtgectg ctgaataact tctatcccag agaggccaaa gtacagtgga 540

aggtggataa cgccctecaa tegggtaact cccaggagag tgtcacagag caggacagca 600

aggacagcac ctacagcctc agcagcaccc tgaccctgag caaagcagac tacgagaaac 660

acaaagtcta cgcctgegaa gtcacccatc agggectgag ctcgeecgte acaaagaget 720

tcaacagggg agagtgttag tctagagcag c 751

<210>4
<211> 238
<212> PRT

<213> Artificial Sequence

<220>
<221>source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 4

Met Gly Trp Ser Cys lle lle Leu Phe Leu Val Ala Thr Ala Thr Gly

1 5 10 15

10/22



Val His Ser Asp Val Val Met Thr GIn Ser Pro Leu Ser Leu Pro Val

20 25 30

Thr Pro Gly Glu Pro Ala Ser lle Ser Cys Arg Ser Ser Gln Ser Leu

35 40 45

Ala Lys Ser Tyr Gly Asn Thr Tyr Leu Ser Trp Tyr Leu GlIn Lys Pro

50 55 60

Gly GIn Ser Pro GIn Leu Leu lle Tyr Gly lle Ser Asn Arg Phe Ser

65 70 75 80

Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr

85 90 95

Leu Lys lle Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys

100 105 110

Leu GIn Gly Thr His GIn Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val

115 120 125
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Glu lle Lys Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro

130 135 140

Ser Asp Glu GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu

145 150 155 160

Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn

165 170 175

Ala Leu GIn Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser

180 185 190

Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala

195 200 205

Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly

210 215 220

Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

225 230 235
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<210>5
<211> 219
<212> PRT

<213> Artificial Sequence

<220>
<221>source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 5
Asp Val Val Met Thr GIn Ser Pro Leu Ser Leu Pro Val Thr Pro Gly

1 5 10 15

Glu Pro Ala Ser lle Ser Cys Arg Ser Ser GIn Ser Leu Ala Lys Ser

20 25 30

Tyr Gly Asn Thr Tyr Leu Ser Trp Tyr Leu GIn Lys Pro Gly GIn Ser

35 40 45

Pro GIn Leu Leu lle Tyr Gly lle Ser Asn Arg Phe Ser Gly Val Pro

50 55 60
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Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Leu GIn Gly

85 90 95

Thr His GIn Pro Tyr Thr Phe Gly GIn Gly Thr Lys Val Glu lle Lys

100 105 110

Arg Ala Asp Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

115 120 125

GlIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe

130 135 140

Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GIn

145 150 155 160

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser
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165 170 175

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu

180 185 190

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser

195 200 205

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

210 215

<210>6
<211>107
<212> PRT

<213>Homo sapiens

<400> 6
Arg Thr Val Ala Ala Pro Ser Val Phe lle Phe Pro Pro Ser Asp Glu

1 5 10 15

GIn Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe

20 25 30
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Tyr Pro Arg Glu Ala Lys Val GIn Trp Lys Val Asp Asn Ala Leu GlIn

35 40 45

Ser Gly Asn Ser GIn Glu Ser Val Thr Glu GIn Asp Ser Lys Asp Ser

50 55 60

Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu

65 70 75 80

Lys His Lys Val Tyr Ala Cys Glu Val Thr His GIn Gly Leu Ser Ser

85 90 95

Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

100 105

<210>7
<211>107
<212>PRT

<213> Mus sp.
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<400> 7
Arg Ala Asp Ala Ala Pro Thr Val Ser lle Phe Pro Pro Ser Ser Glu

1 5 10 15

GlIn Leu Thr Ser Gly Gly Ala Ser Val Val Cys Phe Leu Asn Asn Phe

20 25 30

Tyr Pro Lys Asp lle Asn Val Lys Trp Lys lle Asp Gly Ser Glu Arg

35 40 45

Gln Asn Gly Val Leu Asn Ser Trp Thr Asp GIn Asp Ser Lys Asp Ser

50 55 60

Thr Tyr Ser Met Ser Ser Thr Leu Thr Leu Thr Lys Asp Glu Tyr Glu

65 70 75 80

Arg His Asn Ser Tyr Thr Cys Glu Ala Thr His Lys Thr Ser Thr Ser

85 90 95

Pro Ile Val Lys Ser Phe Asn Arg Asn Glu Cys

100 105
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<210>8
<211>5
<212> PRT

<213> Mus sp.

<400> 8
Ser Tyr Trp Met His

1 5

<210>9
<211>17
<212> PRT

<213> Mus sp.

<400>9

Glu lle Asp Pro Ser Glu Ser Asn Thr Asn Tyr Asn Gln Lys Phe Lys

1 5 10 15

Gly

<210> 10
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<211>12
<212> PRT

<213> Mus sp.

<400> 10
Gly Gly Tyr Asp Gly Trp Asp Tyr Ala lle Asp Tyr

1 5 10

<210>11
<211>16
<212>PRT

<213> Mus sp.

<400> 11
Arg Ser Ser Gln Ser Leu Ala Lys Ser Tyr Gly Asn Thr Tyr Leu Ser

1 5 10 15

<210> 12
<211>7
<212>PRT

<213> Mus sp.

<400> 12
Gly lle Ser Asn Arg Phe Ser

1 5

19/22



<210>13
<211>9
<212> PRT

<213> Mus sp.

<400> 13
Leu GIn Gly Thr His GIn Pro Tyr Thr

1 5

<210> 14
<211>111
<212>PRT

<213> Homo sapiens

<400> 14
Asp lle Val Met Thr GIn Ser Pro Leu Ser Leu Pro Val Thr Pro Gly

1 5 10 15

Glu Pro Ala Ser lle Ser Cys Arg Ser Ser GIn Ser Leu Leu His Ser

20 25 30

Asn Gly Tyr Asn Tyr Leu Asp Trp Tyr Leu GIn Lys Pro Gly GIn Ser
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35 40 45

Pro GiIn Leu Leu lle Tyr Leu Gly Ser Asn Arg Ala Ser Gly Val Pro

50 55 60

Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys lle

65 70 75 80

Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Met GIn Ala

85 90 95

Leu GIn Thr Pro GIn Thr Phe Gly GIn Gly Lys Val Glu lle Lys

100 105 110

<210> 15
<211>119
<212>PRT

<213>Homo sapiens

<400> 15
GIn Val GIn Leu Val GIn Ser Gly Ala Glu Val Lys Lys Pro Gly Ala

1 5 10 15
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Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr

20 25 30

Ala Met His Trp Val Arg GIn Ala Pro Gly GIn Arg Leu Glu Trp Met

35 40 45

Gly Trp lle Asn Ala Gly Asn Gly Asn Thr Lys Tyr Ser GIn Lys Phe

50 55 60

GIn Gly Arg Val Thr lle Thr Arg Asp Thr Ser Ala Ser Thr Ala Tyr

65 70 75 80

Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95

Ala Arg Gly Gly Tyr Tyr Gly Ser Gly Ser Asn Tyr Trp Gly GIn Gly

100 105 110

Thr Leu Val Thr Val Ser Ser

115
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