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Experiment 3: Immunisation scheme 1: Gr. HV3.2 - HV3.4 and HV3.11 - HVY3.13
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Experiment 3: Inmunisation scheme 2: Gr. HV3.5 - HV3.7 as well as HV3.14 — HV3.16
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Fig. 3

Experiment 3: Immunisation scheme 3: Gr. HV3.8 — HV3.10 as well as HV3.17 - HV3.19
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Experiment 4: Immunisation scheme 1: Gr. HV4.2 - HV4.4 and HV4.11 - HV4.13
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Fig. 5
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Experiment 4: Immunisation scheme 2: Gr. HV4.5 - HV4.7 as well as HV4.14 — HV4.16
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Fig. 6

Experiment 4: immunisation scheme 3. Gr, HV4.8 —~ HV4.10 as well as HV4.17 - HV4.18
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Fig. 7
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<130>

«<140>
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<151>

<Ll&60> 2
<1l70>
<210> 1

«<21l> 1881
«212> DNA
<213>

<220>
<223>

VvV 10001 RCY

SEQUENCE LISTING

Patentlin Ver. 2.1

Brtificial Seguence

nucieic acid molecule

<220>
<223

Vakzine Projekt Management GmbE

nt) and a stop codon (1879-1881)

<400> 1

atgacagacg
geggctgtag
ticteocogge
aaattgeact
atttecateca
aadacacgcgg
ttagtatacc
aatgaatata
caagttgtga
gaattagtag
attgatttge
traaacgtta
gottatccaa
caattaatty
tteggegeaa
tataacgtga
aaagagcagt
gtggegtatg
aaageigett
aatatcateca
gtteaaatca
tttaategag
gaattagcty
gatggaaaaa
gatgaagtaa
aacaataaaa
aatattaatg
attgatygacc
ctttatoega
agtoagggtg
ctbtectott

tgagccogaaa
tecctteocggyg
cggggetgee
cagcaggaca
tggcaccace
atgaaatcga
acggagatge
ttgtigtgga
atgcaatttc
aaaatcaace
caggtatgac
acaacgcagt
atgtaagtge
cgaaatttgyg
tcagtgaagy
atgttaatga
tgcaageget
gecgteaagt
ttgatgotge
aaaattectte
tcgacggeaa
aaacaccagy
ttattaaaaa
ttaacatega
attatgatec
geaagetage
tttacvgetaa
ggaacttace
aatatagtaa
atcttaatee
taacatogaa

gattegaget
cotgytyygg
ggtegagtac
aagcacgaaa
agcatcteoey
taagtatata
agtgacaaat
gaaaaagaag
gageoctaace
agatgttete
taatcaagac
aaatacatta
aaaaattgat
tacagcattt
gaaaatygcaa
acctacaaga
tggagtgaat
ttatttgaaa
cgtaagogga
cttecaaagee
ceteggagac
agttoccatt
caactcagaa
tecactetgga
tgaaggtaac
teatttcaca
agaatgcact
acttgtgaaa
Laaagtagat
attaattaat
gctacctgea

tggggacgee
ctigeeggey
ctgeagtetg
gatgoatetyg
cetgoaagte
caaggabtgy
gtgecogecaa
aaatcecatca
tatecaggtyg
cectgtaaaac
aataaaatcg
gtggaaagat
tatgatgacyg
aaagctgtasa
gaagaagtca
cettecagat
gragaaaatbce
ttatcaacta
aaatectgtct
gtaatttacyg
ttacgegata
gettatacaa
tatattgaaa
gagatacgttg
gaaattgtte
tegtocatet
ggtttagett
aatagaaata
aatccaateg
gaaatcagea
gagttogtta

1

Description of Artificial Sequence: recombinant

CDS comprising a phagolysosomal domain (211-1722

gattgatgat
gagoggeaac
caaagcaatc
cattecaataa
ctaagacgecoe
attacaataa
gaaaaggtta
atcaaaataa
ctetegtaaa
gtgatteatt
ttgtaaaaaa
ggaatgaaaa
aaatggctta,
ataatagett
ttagtittaa
ttttecggeaa
ctectgeata
attcecatag
caggtgatgt
gaggttecge
ttttgazaaa
caaacttcect
caacttcaaa
cteaattcaa
aacataaaaa
atttgecagy
gggaatggty
tctecatoty
aatatgcatt
aaatcatttce

ggegeggate

PCE/EP2005/011127

cggoacgaca
cgeggacgey
cgotgeaaat
agaaaattca
aatcgaaaay
aaacaatgta
caaagatgga
tgecagacatt
agcgaattog
aacactceage
tgccactaaa
atatgctcaa
cagtgaatca
gaatgtaaac
acaaatttac
agetgtitact
tatctcaagt
tactaaagta
agaactaaca
aaaagatgaa
aggogctact
azaaagacaat
agcttataca
catttettgy
ctagagegaa
taacgcgaga
gagaacggta
gggcaccacyg
agectatgga
agetgeagtt
cggaattoga

Combination of bacterial cell and a biologically acitve agent

60
120
180
240
300
360
424
480
540
600
660
720
780
B4
900
960
1020
1080
1140
1200
1260
1320
1380
1440
1500
1560
1820
1680
1749
i86¢
1860
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agcttatcga tgtegacgta g 18831

<210> 2

<21l> 624

<212> PRT

<213> Artificial Seguence

<220>
<223> Description of Artificial Seguence: corresponding
amine acid sequence of nucleic acid sequence 1

<400> 2
Met Thr Asp Val Ser Arg Lys Ile Arg Ala Trp Gly Arg Arg Leu Met
1 3 1¢ 15

Ile Gly Thr Ala Ala Ala Val Val Leu Pro Gly Leu Val Gly Leu Ala
20 25 30

Gly Gly Ala Ala Thr Ala Cly Ala Phe Ser Arxrg Pro Gly Leu Pro Val
33 49 45

Glu Tyr Leu Gln Ser Ala Lys Glp Ser Ala Ala Asn Lys Leu His Ser
50 55 €0

Ala Gly Gln Ser Thr Lys Asp Ala Ser Ala Phe Asn Lys Glu Asn Ser
65 70 75 80

Ile Ser Ser Met Ala Pro Pro Ala Ser Pro Pro Ala Ser Pro Lys Thr
85 g0 o5

Pro Ile Glu Lys Lys His Ala Asp Glu Ile Asp Lys Tyr Ile Gln Gly
100 105 130

Leu Asp Tyr Asn Lys Asn Asn Val Leu Val Tyr His Gly Asp Ala Val
115 120 125

Thr Asn Val Pro Pro Arg Lys Gly Tyr Lys Asp CGly Asn Glu Tyr Ile
130 135 1440

Val val @lu Lys Lys Lys Lys Ser Ile Asn Gln Asn Asn Ala Asp Ile
145 150 158 160

Gln Val val Asn Ala Ile Ser Ser Leu Thr Tyr Pro Gly Ala Leu Val
165 170 175

Lys Ala Asn Ser Glu Leu Val Glu Asn Gln Pro Asp Val Leu Pro Val
180 185 130

Lys Arg Asp Ser Leu Thr Leu Ser Ile Asp Leu Pro Gly Met Thr Asn
195 200 205

Gln BAsp Asn Lys Ile Val Val Lys Asn Ala Thr Lys Ser Asn Val Asn
210 215 220

Asn Ala Val Asn Thr Leu Val Glu Avg Trp Asn Glu Lys Tyr Ala Gln
225 230 © 238 240

Ala Tyr Pro Asn Val Ser Ala Lys Ile Asp Tyr Asp Asp Glu Met Ala
245 250 255

Tyr Ser Glu Ser Gln Leu Ile Ala Lys Phe Gly Thr Ala Phe Lys Ala
280 265 270



val

Met

Val

305

Lys

Tvr

Thr

Ser

Asn

385

Val

Lys

Thr

Ser

Asn

465

Asp

Asn

Iie

Cys

Asn

545

Leu

Leu

Ser
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asn Asn Ser Leu

agln
290
Asn
Glu
Ile
Asn
aly
370
Sexr
Gln
Gly
Thr
Glu
450
Ile
Glu
Trp
Tyr
Thy

530

Leu

Ala

Lys

275

Glu

Giu

Glu

Pro

val

Thr

Gin Leu Gln

Ser

Ser

358

Lys

Ser

Tie

Ala

Asn
435

Tyr

Asp

Val

Ser

Leu

515

Gly

Pro

Pro

Tyr

Ile
595

Ser

340

His

Ser

Phe

Tie

Thr

420

Phe

Ile

His

Asn

Glu

500

Pro

Leu

Leu

Lys

Gly

580

Ile

325

Val

Ser

val

Lys

Asp

405

Phe

Leu

Glu

Sexr

Tyr
485
Asn
Gly

Ala

Val

Tyr
565

Sar

Sexr

Asm Val
Ile Ber
295

Arg Pro
310

Ala Leu

Ala Tyr

Thr Lys

Ser Gly
375

Ala val
380

Gly Asn

Asn Arg

Lys Asp

Thr Thr

455

Gly Gly
470

Asp Pro
hzn Lys
Asn Ala
Trp Glu

535
Lys Asn
550
Ser Asn

Gln Gly

Ala Ala

Asn
280
Phe
Ser
Gly
Gly
Val
360
Asp
Tle
Leu
Glu
Asn

440

Ser

Glu

Ser

Arg

520

Trp

Arg

Lys

Asp

Val
660

Phe

Lys

Arg

val

Arg
345
Lys
val
Tyr
Gly
Thr
425
Glu
Lys
Val
Gly
Lys
505
Asn
Trp
Asn
Val
Leu

585

Lew

Gly

Gln

Fhe

Asn

330

Gln

Ala

Glu

aly

Asp

430

Pro

Lau

Ala

Ala

Asn

490

Leu

Ile

Arg

¥le

Asp

370

Asn

Ser

Ala

Tle

*he

315

Ala

Val

Ala

Leu

Gly

395

Lew

Gly

Ala

Tyr

Gin
475

‘alu

Ala

Asn

Thr

Serxr

555

Asn

Pro

Ser

Ile

Tyr
300
Gly
Glu
iy
Phe
Thr
380
Ser
Arg
Val
Vval
Thr
450

Phe

Ile

val

val

540

Ile

Pro

Leu

Leu

Seyx
285

Tyr

Lys

Asn

Leu

Asp

365

Asn

Asp

Pro

Tle

445

Asp

Asn

Val

Phe

525

Ile

Trp

Ile

Ile

Thr
&058

Glu Gly

Lsn

Ala

Pro

Lys

350

Ala

Ile

Lys

Ile

Ile

430

Lys

Gly

Ile

Gln

Thr

510

Ala

Asp

Gly

Glu

Asn

530

Ser

Val

Val

Pro

338

Leu

Ala

Ile

Asp

Leu

415

Ala

Asn

Lys

Ser

His

495

Ser

Lys

Asp

Thr

Tyr
575

Glu

Lys
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Lys

Asn

Thr

320

Ala

Ser

Val

Lys

Glu

400

Tys

Agn

Ile

Trp

480

Lys

Ser

Glu

Arg

Thr

560

Ala

Tle

Leu
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Pro Ala Glu Phe Val Arg Arg Gly Ser Gly Tle Arg Ser Leu Ser Met
610 61hb 620

Ser Thr
6258



