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Figure 3
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Figure b
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Figure 6

Full-length Pcr
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Figure 7 5/10

Full-length PcrV (1-294)
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Figure 8

Suppression of neutralizing activity with full-

length PerV
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Inhibition of cytotoxity (%)
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Figure 9
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Suppression of neutralizing activity with truncated PerV
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Inhibition of cytotoxity (%)
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Figure 10
(SEQ ID NO: 11, 12)
Heavy Chain
QVQLQQPGAELVKPGASVKLSCKASGYSFTSYWMHWVKQRPGQGLEWIGELNB_S__N

GRTNYNEKFNTKATLTVDTSSSTAYMQLSSLTSEDSAV YYCVLYGNYVVYYTMDYW
GQGTSVTVSS

Light Chain

QIVLTQSPTIMSASLGEEITLTCSASTSVSYMEWYQQKSGTSPKILIYTTSKLASGVPS
RFSGSGSGTFYSLTISSVEAEDAADYYCHQVVRNYPFTFGSGTKLEIKRAD

Figure 11

(SEQ ID NO: 13, 14)

Heavy Chain

DVQLQESGPGLVKPSQSLSLTCT V1 GYSITSDYAWNWIRQFPGNKLEWMGYITYNG
DTSYNPSLKSRISIARDTSKNQFFLQLNSVTTEDTATYSCAGSRNYYGAWAYWGQG
TLVTVSA

Light Chain

DIVMTQSHKFMSTSIGDRVSINYKASQYVG I'TVAWYQQKSGHSPKLLIYRASTRHTG
VPDRFTGSGSGTDFTLNISNVQSEDIADYFCQ_QYCSSPLTFGAGTYLEVKRAD




<H10>
<1205
<130>
<160>
<170>
<210>
211>
212>
213>

<400>

SHIONOGI&CO. , LTD,

SEQUENCE LISTING

antibodies to PerV
08P00114
26

Patentin version 3.1

1

294
PRT
Pseudomonas aeruginosa

1

%et Glu Val Arg ésn Leu Asn Ala

Leu

Leu

Pro

Phe

Val

Lys

Tyr

145

Gly

Tyr

Ala

Asp

Leu

Leu

50

Asn

Leu

Leu

lie

Ser

e

Gly

Leu

Phe
210

Ala

Leu

35

Ser

Pro

Gin

Val

— D

Leu

Val

Arg

Tyr

Leu

195

Leu

Ala Ser
20

Leu Arg
Glu Ata
Ser Ala
Ala Arg

85

Ser Ala
100

Val Tyr
Leu Asp
lie GlIn
fle Asp
la
80
Ser Asn

Ser Gly

Ala

Ser

Gin

Pro

70

Arg

Tyr

Lys

Glu

Ser

150

Ala

Gly

Leu

Ser

Ala

Glu

Val

55

Pro

Gin

Phe

Asp

Leu

135

Gin

Gly

Asp

Asp

Pro
215

Pro

Arg

40

Leu

Gly

Pro

Ser

Lys

ile

Gly

Pro

Thr

200

Lys

Ala

Ala

25

e

Lys

Gin

Gly

Leu

105

Leu

Ala

Asn

e

185

Phe

Gin

Arg

10

Ser

Val

Ala

Gly

Ala

90

His

Gin

Leu

Ala

Ser

Ser

Glu

Ata

Leu

Leu

Leu

75

Gly

Thr

Thr

Lys

Gly

Gly

Leu Phe
Glu Gin
Ata His
45
Ala Trp
Glu Val
Trp Asp
Arg Leu
125
Glu
Leu Ser
Val Asp
Asp Ser
Lys Leu

205

Glu Leu
220

SEQ

Leu

Glu

30

Ala

Leu

Leu

Leau

110

Giy

Leu

Ala

Pro

Pro

190

Ser

Lys

Asp Glu
15
Glu Leu
Gly Gin
Lau Ala
Arg Glu
Arg Glu
95
Gliu Asp
Lys Arg
Lys Val
Lys G
1
Thr Leu
175
Glu Tyr

fle Lys

Gly Leu



Ser Asp Glu
225

Ala Thr Thr Val Ser Asp Arg Ser Arg Pro

245 250

Glu Lys Thr Thr Leu Leu Asn Asp Thr Ser
260 265

Val Glu Ala Leu Asn Arg Phe

275

Tyr Pro P
2

he Glu Lys Asp Asn
30

Asp tle Leu Ser Ala lle

290

210> 2

<211> 885
<212> DNA
L2135

<400> 2
atggaagtca

tcggogeces
atcgtgetes
tggtigetcg
gtocctgecage
goctatttca
ctgcagacce
gagttgaage
ggecatcagga
gteggegate
ttcageggea
ctcaagggee
gccaccacgg
ctectcaacg
cagaaatacg
Q210> 38

Q211> 33

<212> DNA
213>
400> 3

attgocatgca

210> 4
211> 33
<212> DNA
213> Arti

<220>
{2235

<400> 4

gaaaccttaa
ctgecagige
CGCacgoss
cggocaateo
cacgteggca
gootgoacsg
aggacggeaa
totacagegt
tcgacgeteg
ccaggtggaa
agctgtogat
tcagogatea
tgagegaccg
acaccagetc

acagegtoct

primer

tggaagticag

ficial

primer

Pseudomonas aeruginosa

tgocgetoge
cgagecaggag
ccagecgote
gtoogogoct
gecoggtecs
gogtctlcgac
gCgcaagecy
gatccagteg
cggtatogat
£gacagesee
caaggatttt
gtaccectte
ctecgogtoce
ccgotacaac

gogogacatt

aaaccttaat

ite Gin Lys
280

Asn
235

Leu

Ser

Tyr

gagotgttoe
gaactgoteg
agegageces
CCggEeEcags
cagtgggate
gaggatgtoa
ctgotegacg
cagatcaacg
ctggtcgace
gagtatgege
ctoageegget
gagaaggaca
ctgaacgaca
toggogetog

ctcagcgega

gce

SEQ

Pro Val Gly Asn Phe
240

Asn Asp Lys Val Asn
255

Ahrg Tyr Asn Ser Ala
270

Asp Ser Val
285

tggacgaget
cectegtteog
aagtgctcaa
gectogaggt
tgogogagtt
toggtgtota
agctcaaggce
cogogetete
ccacgctata
tgetgageaa
cgeccgaagea
acaacccggt
aggtcaacga
aggcgetoaa
tctag

Leu Arg

cctggecgeg
cagegageces
ggoegotogoe
actccgegaa
cctggtgteg
caaggatgtc
gctgaccgce
ggocaageag
tggetatgee
tctggatace
gagogggeas
cggoaattte
gaagaccace

cogettcate

60
120
180
240
300
360
420
480
540
600
660
720
780
840
885

33



tatttogaag atctagegeg actcttacag cgc

<210>
<211
212>
213>

<220>
223>

<400>

5

27

DNA
Artificial
primer

5

getogaggat ccoaaggego tgaccge

210>
Q1>
212>
2135

<2207
223>

<400>

8

23

DNA
Artificial

primer

6 ‘

gttaagottc togaaggegta cio

210>
211>
212>
213>

<220>
223>

<400>

7

24

DNA
Artificial

primer

7

tagagtcacc gaggagecag ttgt

210>
Q2115
212>
Q13>

<220>
223>

<400>

8

24

DNA
Artificial
primer

8

toccagaghttc caagtcacag tcac

210>
Q211>
212>
213>

<220>
<223>

<400>

9

30

DNA
Artificial

primer

9
agggegccagt ggatagaccg atggggetat

210>
211>
Q12>
<213

<2207
<223>

<400>

10

30

DNA
Artificial

primer

10

aggggooagt ggatagactg atggzgetet

33

21

23

24

24

30

30



Q210> 1

<223> VH of Antibody 1F3

Leu GIn Gin
5

Leu Ser GCys
20

Trp Val Lys
Asn Pro Ser

Ala Thr Leu
70

Ser Ser Leu
85

Asn Tyr

Ser Val Thr

Pro

Lys

Gin

Asn

55

Thr

Thr

Val

Val

<223> VL of Antibody 1F3

Leu ghr Gin Ser

21> 121
<212> PRT
213> Artificial
{2200
400> 11
?ln Val Glin
Ser Val Lys
Trp Met His
35
Gly Glu lle
50
Asn Thr Lys
65
Met Gin Leu
Val Leu Tyr
Gln Gty Thr
115
Q21> 12
211> 109
<212> PRT
213> Artificial
220>
<400> 12
Gin lie Val
1
Glu Glu lle

Glu Trp Tyr
35
Thr Thr Ser
50
Gly Ser Gly
65

Asp Ala Ala

Thr Leu Thr
20

Gin GIn Lys

Lys Leu Ala

Thr Phe Tyr
70

Asp Tyr Tyr

85

Cys

Ser

Ser

55

Ser

Cys

Gly

Ala

Arg

40

Val

Ser

Val

Ser
120

Pro

Ser

Gly

40

Gly

Leu

Hi

(2]}

Ala

Ser

25

Pro

Arg

Asp

Glu

Tyr

105

Ser

Thr
1

Ala

Thr

Val

Thr

Glu

Gly

Gly

Thr

Thr

Asp

90

Tyr

Ser

Ser

Pro

Ile

Gin Trp
90

Leu

Tyr

Gin

Asn

Ser

15

Ser

Thr

Met

Thr

Pro

Ser

Ser

75

Arg

Val Lys
Ser Phe
Gly Leu
45
Tyr Asn
60
Ser Ser
Ala Val

Met Asp

Ser Ala

Ser Val

Lys lie
45

Arg Phe

60

Ser Val

Asn Tyr

SEQ

Pro

Thr

30

Glu

Glu

Thr

Tyr

Ser

Ser

30

Leu

Ser

Glu

Pro

Trp

Lys

Ala

Tyr

lle

Gly

Ala

Phe
95

Ala

Tyr

e

Phe

Tyr

80

Cys

Gly

Gly

Met

Tyr

Ser

Glu

Thr



SEQ

Phe Gly Ser Gly Thr Lys Leu Glu {le Lys Arg Ala Asp
100 105

<210> 13

<21 120

<212> PR

213> Artificial

<220>
<223> VH of Antibody 2A4

<400> 13
?sp Val Gin Leu g!n Glu Ser

Ser Leu Ser Leu Thr Cys Thr
20
Tyr Ala Trp Asn Trp lle Arg
35
Met géy Tyr tle Thr Tyr Asn

55

Lys Ser Arg lie Ser lle Ala
65 70

Leu Gin Leu Asn Ser Val Thr
: 85

Ala Gly Ser Arg Asn Tyr Tyr
100

Gly Thr Leu Val Thr Val Ser

115

10> 14

211> 110

<212> PRT

213> Artificial

220>

<223> VL of Antibody 2A4
<400> 14
?sp fle Val Met ghr Gin Ser
Asp Arg Val Ser lle Asn Tyr
20
Val Ala Trp Tyr Gin Gin Lys
35

Tyr Arg Ala Ser Thr Arg His
50 55

Ser Gly Ser Gly Thr Asp Phe
65 70

Gly Pro Gly Leu

Val Thr
25

Gin Phe

o
<

Asp

Arg Asp

Thr Glu

His Lys

Lys Ala
25

Ser Gly
40

Thr Gly

Thr Leu

10

Gly

Pro

Thr

Thr

Asp

90

Trp

Phe

10

Ser

His

Val

Asn

Tyr

Gly

Ser

Ser

75

Thr

Phe

Met

Gin

Ser

Pro

Val Lys Pro Ser Gin
15
Ser tle Thr Ser Asp
30
Asn Lys Leu Glu Trp
45

Tyr Asn Pro Ser Leu
60

Lys Asn Gin Phe Phe
. 80

Ala Thr Tyr Ser Cys
95

Ala Tyr Trp Gly GIn
110

Ser ‘Thr Ser [le Gly

I
15
Tyr Val Giy Thr Thr
30
Pro Lys Leu Leu |le
45

Asp Arg Phe Thr Gly
60

Ser Asn Val Gin Ser
80



SEQ

Glu Asp Leu Ala Asp Tyr Phe Cys Gin Gin Tyr Cys Ser Ser Pro Leu
85 80 95
Thr Phe Gly Ala Gly Thr Tyr Leu Glu Val Lys Arg Ala Asp
100 105 110

15
8
212> PRT
213> Artificial
<223> GDR1 of 1F3 heavy chain
<400> 15
%er Phe Thr Ser gyr Trp Met His

<210> 16
211> 186
<212> PRT
<213> Artificial

220>
<223> (DR2 of 1F3 heavy chain

<400> 16
{Ie Asn Pro Ser ésn Gly Arg Thr Asn ¥ér Asn Glu Lys Phe ?gn Thr

210> 17
11> 12
<212> PRT
213> Artificial

<220>
<223> CDR3 of 1F3 heavy chain

400> 17
§yr Gly Asn Tyr gal Val Tyr Tyr Thr ¥8t Asp Tyr

210> 18
211> 10
212> PRT
213> Artificial

<220>
<223> CDR1 of 1F3 light chain

<400> 18
?er Ala Ser Thr ger Val Ser Tyr Met ?6u

10> 19
AR

212> PRT

213> Artificial

<220>
<223> CDR2 of 1F3 light chain

<400> 19



SEQ
{hr Thr Ser Lys %eu Ala Ser

Q21> 20
219

<212> PRT

213> Artificial

220>
<223> CDR3 of 1F3 light chain

<400> 20
Tis Gin Trp Arg ésn Tyr Pro Phe Thr

210> 21

211> 9

212> PRT

213> Artificial

Q220>
223> CBR1 of 2A4 heavy chain

<400> 21
?er Iie Thr Ser ésp Tyr Ala Trp Asn

210> 22

211> 186

<212> PRT

213> Artificial

<220>
<223> GDRZ2 of 2A4 heavy chain

<400> 22
{yr Ile Thr Tyr gsn Gly Asp Thr Ser §gr Asn Pro Ser Leu %gs Ser

210> 23

Q211> 1

212> PRT

213> Artificial

220>
<223> CDR3 of 2A4 heavy chain

<4005 23
?er Arg Asn Tyr gyr Giy Ala Trp Phe ?éa Tyr

210> 24

Q211> 1

<212> PRT

213> Artificial

<220>
<223> CDR1 of 2A4 light chain

<400> 24
Lys Ala Ser GIn Tyr Val Gly Thr Thr Val Ala
1 5 10



SEQ
Q10> 25
AR,
<212> PRT
213> Artificial

<220>
<223> CDR2 of 2A4 light chain

<400> 25
?rg Ata Ser Thr érg His Thr

210> 26

Q1> 9

<z12> PRT

213> Artificial

220>
<293> CDR3 of 2A4 light chain

<400> 26
$in Gin Tyr Gys ger Ser Pro Leu Thr



