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Fig. 6
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Fig. 7
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Fig. 8
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Fig. 10
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eolf-seql.txt
SEQUENCE LISTING

<110> Ribovax Biotechnologies SA

<120> ANTIBODIES AGAINST HUMAN CYTOMEGALOVIRUS (HCMV)

<130> PAFO8_wo_aCMv_gXx

<150> PCT/EP06/069780
<151> 2006-12-15

<150> EPQ07110693
<151> 2007-06-20

<160> 17

<170> PatentIn version 3.3
<210> 1

<211> 58

<212> PRT .
<213> Human cytomegalovirus
<400> 1

ier Thr ser His éWa Thr ser ser
Arg Thr Thr %er Ala GlIn Thr Arg
0
ser Ser Glu Ala val Ser His Arg
35 40
Thr Leu Lys Tyr Gly Asp val val
50 55

<210> 2

<211> 58

<212> PRT

<213> Human cytomegalovirus

<400> 2

?er Thr Arg Gly ghr ser Ala Thr
Thr ser Ala Ala His Ser Arg Ser
20
ser Ser Gln Thr val ser His Gly
35 40
Thr Leu Lys Tyr Gly Asp val val
50 55

<210> 3

<211> 129

<212> PRT

<213> Human cytomegalovirus

Thr
Ser
25

Ala

Gly

His
Gly
25

val

Gly

His Asn Gly Ser His
10

val Tyr ser Gln His
30

Asn Glu Thr Ile Tyr
45

val

Ser His His Ser Ser
10

ser val ser GIn Arg
30

Asn Glu Thr Ile Tyr
45

val

Page 1

Thr ser
15

val Thr

Asn Thr

His Thr
15

val Thr

Asn Thr




eolf-segl. txt

<400> 3

&eu Leu Ser His Eeu Pro Ser Gln Arg {%r Gly Ala Asp Ala

Glu Ala Leu Asp Pro His Ala Phe His Leu Leu Leu Asn Thr
20 25 30

Arg Pro Ile Arg Phe Leu Arg Glu Asn Thr Thr GIn Cys Thr

35 40 45
ser Ser Leu Arg Asn Ser Thr val val Arg Glu Asn Ala Ile
50 55 60

Asn Phe Phe Gln Ser Tyr Asn GIn Tyr Tyr val Phe His Met

65 70 75

Cys Leu Phe Ala Gly pro Leu Ala Glu GIn Phe Leu Asn Gln

85 90

teu Thr Glu Thr Leu Glu Arg Tyr Gin Gln Arg teu Asn Thr
100 105 110

Leu val Ser Lys Asp Leu Ala Ser Tyr Arg Ser Phe Pro Gln

115 120 125

Lys

<210> 4

<211> 393

<212> DNA

<213> Homo sapiens

<400> 4

caggtgcagc tgcaggagtc gggeccagga ctggtgaagc cttcacagac

atatgcactg tctctggtgg ctccgtcage agtggtggtg actactggac

cagcacccag ggaagggect ggagtggett gggtacatcc attccagtgyg

tacaacccgt ccctcaagag tcgactgacc ttatcaatgg acacgtctaa

ttcetgaagt tgacctctgt gactgecgcg gacacggecg tatattactg

tatcataagg attttgtagt agtaccaggt gctttcccct ttgaattcty

tggggccagg gaaccctggt caccgtctec tca

<210> 5

<211> 131

<212> PRT

<213> Homo sapiens

<400> 5

Ala
15

Ser

Tyr Gly

Tyr Asn

Ser Phe

Pro Arg

80

val
95

ASp

Tyr Ala

Gln Leu

cctgteccte
ctggatccge
gaatatcttc
gaaccaattc
tgcgagagtce

gttcgaccce

GIn val Gln Leu GIn Glu Ser Gly Pro Gly Leu val Lys Pro Ser Gln
1 5 10 15

Page 2

60
120
180
240
300
360
393




eolf-seql.txt

Thr Leu Ser Egu Ile cys Thr val ;gr Gly Gly Ser val ggr ser Gly

Gly Asp Tyr Trp Thr Trp Ile Arg GIn His Pro Gly Lys Gly Leu Glu

Trp Leu Gly Tyr Ile His Ser Ser Gly Asn Ile Phe Tyr Asn Pro Ser
50 55 60

Leu Lys Ser Arg Leu Thr Leu Ser Met Asp Thr Ser Lys Asn Gin Phe
65 70 75 80

Phe Leu Lys Leu Thr Ser val Thr Ala g]a Asp Thr Ala val Tyr Tyr
85 0

Cys Ala Arg val Tyr His Lys Asp Phe val val val Pro Gly Ala Phe
100 105 110

Pro Phe Glu Phe Trp Phe Asp Pro Trp Gly GIn Gly Thr Leu val Thr
115 120 125

val Ser Sser
130

<210> 6

<211> 10

<212> PRT

<213> Homo sapiens

<400> 6

Gly Gly ser val ser Ser Gly Gly Asp Tyr
1 5 10

<210> 7

<211> 7

<212> PRT

<213> Homo sapiens

<400> 7

§1e His Ser Ser Gly Asn Ile
5

<210> 8

<211> 23

<212> PRT

<213> Homo sapiens

<400> 8

Ala Arg val Tyr His Lys Asp Phe val val val Pro Gly Ala Phe Pro
1 5 10 15

Phe Glu Phe ggp Phe Asp Pro

Page 3




<210>
<211>
<212> DNA
<213> Homo

<400> 9
fectatgtoc

9
330

gcectgegag
caggccectg
ttctctgget
gatgaggccg
ggcggaggga
<210>
<211>
<212>
<213>

<400>

10
110
PRT
Homo

10

ser Tyr val
1

Thr Ala Arg

His Trp Tyr

35

Asp Asp Ser
50

Asn Ser

Gly
65

Asp Glu Ala

His val val

<210> 11
<211> 6
<212> PRT
<213> Homo

<400> 11
§1u Ile Gly

<210> 12
<211> 3
<212> PRT

sapiens

tgactcagec
ggaacgagat
tgctggtegt
ccaactctgg
actattactg

ccaagctgac

sapiens

Leu Thr
5

Ile
20

Pro

Gln Gln

Asp Arg

Asn Thr

AsSp Tyr

85

Phe
100

Gly

sapiens

ser Lys
5

Gin

Cys

Lys

Pro

Ala

70

Tyr

Gly

acccteggty
tggaagtaag
ccatgatgac
gaacacggcec
tcaggtgtgg
cgtcctaggt

Pro Pro

Gly Gly

Pro Gly

40

ser
55

Gly
Thr Leu
Gln

Cys

Gly Thr

Ser

eolf-seql. txt

tcagtggecc
agtgtccact
agcgaccggc
accctgacca

gatagtggta

val
10

Ser ser

Asn Glu Ile

25

Gln Ala Pro

Ile Pro Asp

Thr Ile Ser

75

val Trp

90

Asp

Leu Thr

pPage 4

caggacagac
ggtaccagca
cctcagggat
tcagcagggt

gtgatcatca

val Ala Pro

Gly ser Lys

val Leu val

45

Arg Phe Ser

60

arg val Glu

Ser Gly ser

val Leu Gly

110

ggccaggatt
gaagccaggc
cecctgaccga
cgaagccgag
tgtggtattc

Gly Gln

15

Ser val

val His

Gly Ser

Ala Gly
80

Asp His
95

60
120
180
240
300
330




<213>
<400>

Homo
12

ésp Asp Ser

<210> 13
<211> 12
<212> PRT
<213> Homo
<400> 13

sapiens

sapiens

eolf-seql.txt

§1n val Trp Asp ?er Gly Ser Asp His qgs val val

<210>
<211>
<212>
<213>

<220>
<223>

<400> 14
atgaacatac

14
1449
DNA
Arti

gtgcagetge
tgcactgtct
cacccaggga
aacccgtccc
ctgaagttga
cataaggatt
ggccagggaa
ttcccectgg
gtcaaggact
ggcgtgcaca
gtgaccgtge
cccagcaaca
tgcccaccgt
aaacccaagg
gtgagccacg
aatgccaaga
ctcaccgtec
aaagccctec
ccacaggtgt

acctgectgg

ficial

tgtggagcat
aggagtcggg
ctgotggctce
agggcectgga
tcaagagtcg
cctctgtgac
ttgtagtagt
cectggteac
caccctecte
acttccecga
cetteecggce
cctecageag
ccaaggtgga
gcccageacc
acaccctcat
aagaccctga
caaagccgeg
tgcaccagga
cagcccccat
acaccctgec

tcaaaggctt

gctectgctg
cccaggactg
cgtcagcagt
gtggcttggag
actgacctta
tgccgeggac
accaggtgct
cgtctcctea
caagagcacc
accggtgacg
tgtcctacag
cttgggcacc
caagaaagtt
tgaactcctg
gatctcccgy
ggtcaagttc
ggaggagcag
ctggctgaat
cgagaaaacc
cccatececyy

ctatcccagce

Recombinant 26A1 IgGl Heavy Chain

gtggcagetc
gtgaagcctt
ggtggtgact
tacatccatt
tcaatggaca
acggccgtat
tteecectttg
ggatccgect
tctgggggca
gtgtcgtgga
tccteaggac
cagacctaca
gagcccaaat
gggggaccgt
acccctgagg
aactggtacy
tacaacagca
ggcaaggagt
atctccaaag
gatgagctga

gacatcgcecg
Page 5

ccagatgoggt
cacagaccct
actggaccty
ccagtgggaa
cgtctaagaa
attactgtge
aattctggtt
ccaccaaggg
cagcggecect
actcaggege
tctacteect
tctgcaacgt
cttgtgacaa
cagtcttect
tcacatgcgt
tggacggegt
cgtaccgggt
acaagtgcaa
ccaaagggca

ccaagaacca

tggagtggga

cctgteccag
gtccctcata
gatccgecag
tatcttctac
ccaattcttc
gagagtctat
cgaccectgg
cccateggte
gggctgecty
cctgaccage
cagcagegty
gaatcacaag
aactcacaca
cttcececca
ggtggtggac
ggaggtgcat
ggtcagegtc
ggtctccaac
gccccgagaa
ggtcagcctg
gagcaatggg

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020
1080
1140
1200
1260




eolf-seql.txt
cagccggaga acaactacaa gaccacgcct cccgtgetgg actccgacgg ctecttette 1320
ctctacagca agctcaccgt ggacaagagc aggtggcage aggggaacgt cttctcatge 1380
tccgtgatge atgaggctct gcacaaccac tacacgcaga agagcctctc cctgtctceg 1440
ggtaaatga 1449
<210> 15
<211> 482
<212> PRT
<213> Artificial

<220>
<223> Recombinant 26Al1 IgGl Heavy Chain

<400> 15

Met Asn Ile Leu Trp Ser Met Leu Leu Leu val Ala Ala Pro Arg Trp
1 5 10 15

val Leu Ser Gln val Gln Leu GIn Glu Ser Gly Pro Gly Leu val Lys
20 25 30

Pro Ser Gln Thr Leu Ser Leu Ile Cys Thr val Ser Gly Gly ser val
35 40 45

ser ggr Gly Gly Asp Tyr Tgp Thr Trp Ile Arg ggn His Pro Gly Lys
5

Gly Leu Glu Trp Leu Gly Tyr Ile His Ser Ser Gly Asn Ile Phe Tyr
65 70 75 80

ASn Pro Ser Leu Lys Ser Arg Leu Thr Leu Ser Met Asp Thr Ser Lys

Ash Gln Phe Phe Leu Lys Leu Thr Ser val Thr Ala Ala Asp Thr Ala
100 105 110

val Tyr Tyr Cys Ala Arg val Tyr His Lys Asp Phe val val val Pro
115 120 125

Gly Ala phe pro Phe Glu Phe Trp Phe Asp Pro Trp Gly GIn Gly Thr
130 135 140

Leu val Thr val Ser Ser Gly Ser Ala Ser Thr Lys Gly Pro Ser val
145 150 155 160

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
165 170 175

Leu Gly Cys Leu val Lys Asp Tyr Phe Pro Glu Pro val Thr val ser
180 185 190

Trp Asn Ser Gly Ala Leu Thr ser Gly val His Thr Phe Pro Ala val
Page 6




Leu

Ser

225

Pro

Lys

Pro

Ser

Asp

305

Asn

val

Glu

Lys

Thr

385

Thr

Glu

Leu

Lys

Glu
465

Glin

210

sSer

Ser

Thr

Ser

Arg

290

Pro

Ala

val

Tyr

Thr

370

Leu

Cys

ser

Asp

Ser

450

Ala

195

Ser

Ser

Asnh

His

val

275

Thr

Glu

Lys

Ser

Lys

Ile

Pro

Leu

Asn

Ser

435

Arg

Leu

ser

Leu

Thr

Thr

260

Phe

Pro

val

Thr

val

340

Cys

Ser

Pro

val

Gly

Asp

Trp

His

Gly

Gly

cys

Leu

Glu

Lys

Lys

Leu

Lys

Lys

Ser

Gly

Gln

Asn

Leu

Thr

230

val

Pro

Phe

val

Phe

310

Pro

Thr

val

Ala

Arg

Gly

Pro

Ser

Gln

His
470

Tyr
§1n
Asp
Pro
Pra
Thr
295
Asn
Arg
val
Ser
Lys
Asp
Phe
Glu
Phe

Gly

Tyr

200

Ser

Thr

Lys

Cys

Pro

280

Cys

Trp

Glu

Leu

Asn

360

Gly

Glu

Tyr

Asn

Phe

440

AsSn

Thr

eolf-seql.txt

Leu Ser Ser

Tyr

Lys

Pro

265

Lys

val

Tyr

Glu

His

345

Lys

Gin

Leu

Pro

Asn

425

Leu

val

Gin

Ile

val

250

Ala

Pro

val

val

Gln

330

Gin

Ala

Pro

Thr

Ser

410

Tyr

Tyr

Phe

Lys

Cys

235

Glu

Pro

Lys

val

Asp

Tyr

Asp

Leu

Arg

Asp

Lys

ser

Ser

ser
475

Page 7

val

220

Asn

Pro

Glu

ASp

Asp

300

Gly

Asn

Trp

Pro

Glu

380

Asn

Ile

Thr

Lys

Cys

460

Leu

205

val

val

Lys

Leu

Thr

285

val

val

Ser

Leu

Ala

365

Pro

Gln

Ala

Thr

Leu

445

Ser

Ser

Thr

Asn

Ser

Leu

270

Leu

Ser

Glu

Thr

Asn

350

Pro

Gin

val

val

Pro

430

Thr

val

Leu

val

His

Cys

255

Gly

Met

His

val

Tyr

335

Gly

Ile

val

Ser

Gliu

415

Pro

val

Met

ser

Pro

Lys

Asp

Gly

Ile

Glu

His

320

Arg

Lys

Glu

TYyr

Leu

400

Trp

val

Asp

His

Pro
480




Gly Lys

<210>
<211>
<212>
<213>

<220>
<223>

<400> 16
atggcctgga

16
705
DNA

tatgtgctga
tgtgggggga
geceectgtge
tctggeteca
gaggccgact
ggagggacca
ccgeectect
ttctacccyg
gtggagacca
agcctgacge

gggagcaccg

<210>
<211>
<212>
<213>

<220>
<223>

17
234
PRT

<400> 17

%et Ala Trp Thr val Leu
5
ser val Thr ser Tyr val
20
Pro Gly ggn Thr Ala Arg

Lys ggr val His Trp Tyr

65

Artificial

eolf-seql.txt

Recombinant 26Al IgGl Light Chain

ccgttctecct cctcggecte ctctctcact

ctcagcecace
acgagattdgg
tggtcgtceca
actctgggaa
attactgtca
agctgaccgt
ctgaggagct
gagccgtgac
ccacacccte
ctgagcagtyg
tggagaagac

artificial

Recombinant 26Al

val val His Asp Asp Ser
70

ctcggtgtea
aagtaagagt
tgatgacagc
cacggccace
ggtgtgggat
cctaggtcag
tcaagccaac
agtggcctgg
caaacaaagc
gaagtcccac

agtggcecct

gtggccccag
gtccactggt
gaccggeect
ctgaccatca
agtggtagty
cccaaggctg
aaggccacac
aaggcagata
aacaacaagt
agaagctaca

acagaatgtt

IgGl Light Chain

Leu Leu

Leu Leu Gly
Leu Thr Gln
25
ITe Pro Cys
40
GIn Gin Lys
55

Asp Arg Pro

10

Pro Pro
Gly Gly
pro Gly
ser Gly
75

Page 8

gcacaggttc
gacagacggc
accagcagaa
cagggatccc
gcagggtcga
atcatcatgt
ceeecteggt
tggtgtgtct
gcagececgt
acgcggeeag
gctgccaggt

catag

Ser His

ser val

30

Glu
45

Ash

Gin Ala

60

ITe Pro

tgtgacctec
caggattccc
gccaggeeag
tgaccgattc
agccggggat
ggtattcggc
cactctgttc
cataagtgac
Ccaaggcggga
cagctatctg

cacgcatgaa

cys Thr Gly
15

Ser val Ala

ITe Gly ser

pro val Leu

Asp Arg Phe
80

60

120
180
240
300
360
420
480
540
600
660
705




Ser

Glu

Ser

Gly

Glu

145

Phe

val

Lys

Ser

Glu
225

Gly

Ala

Asp

Gln

130

Glu

Tyr

Lys

Tyr

His

210

Lys

Ser

Gly

His

115

Pro

Leu

Pro

Ala

Ala

195

Arg

Thr

Asnh

Asp

100

His

Lys

Gin

Gly

Gly

Ala

ser

val

Ser

85

Glu

val

Ala

Ala

Ala

165

val

Ser

Tyr

Ala

Gly

Ala

val

Ala

Asn

150

val

Glu

sSer

Ser

Pro
230

Asn

Asp

Phe

Pro

135

LyS

Thr

Thr

Tyr

cys

215

Thr

Thr

Tyr

Gly

Ser

Ala

val

Thr

Leu

200

Gln

Glu

eolf-seql.txt

Ala Thr Leu

Tyr

105

Gly

val

Thr

Ala

Thr

185

Ser

val

Cys

90

Cys

Gly

Thr

Leu

Trp

170

Pro

Leu

Thr

Ser

Page 9

Gln

Thr

Leu

val

155

Lys

Ser

Thr

His

Thr

val

Lys

Phe

140

cys

Ala

Lys

Pro

Glu
220

Ile

Trp

Leu

125

Pro

Leu

Asp

Gin

Glu

205

Gly

Ser

Asp

110

Thr

Pro

Ile

Ser

Ser

190

Gln

Ser

Arg

95

Ser

val

ser

Ser

Ser

175

Asn

Trp

Thr

val

Gly

Leu

ser

Asp

160

Pro

Asn

Lys

val
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