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<120>

TREATMENT OF INFECTIOUS DISEASES

<130> 491-

<150>
<151>

EPO6
2006

<150>
<151>

UsS60
2006

<160> 9
<170>
<210> 1

<211> 2555
<212> DNA
<213>

<400> 1
gtcgccgtcece

gcgcagacat
ggctactgtg
agcaggtcct
agatccctat
tcctgaaggg
ggcacaaaag
ccttccagtt
acatcctggt
tcatgacctt
agatcatgtg
tgttccecett
tcttcacggt
acgggctgag
ctgggcaaat
aggcctgccg
cctatcgett

aaggcttctg

1PCT

004854.3
-03-09

/780,567
-03-09

Homo sapiens

ccgtctcectg
gggctgctcecce
cgctgtgcetg
taagaacgtg
cceccttetat
cgagaagccg
caacatcacc
ccagccctcce
cttgggtgcg
ggcattcacc
gggctacaag
caaggacaag
gttcacgggg
caaggttgac
gtggccgccce
atccatgaag
cgtggctcce

ccecgtgectg

PatentIn version 3.3

ccaggcegegg
gccaaagcgc
ggcgctgtca
cgcatcgacc
ctctcecgtcet
caggtgcggg
ttcaacaaca
aagtcccacg
gcggtgatga
accctcggeg
gaccccecttg
ttcggattat
gtccagaaca
ttctggcatt
ttcatgactc
ctaatgtaca
aaaaccctgt

gagtctggaa

agccctgcga
gctgggctgce
tgatcgtgat
ccagtagcct
acttctttga
agcgcgggcec
acgacaccgt
gctcggagag
tggagaataa
aacgtgcctt
tgaatctcat
ttgctgagct
tcagcaggat
ccgatcagtg
ctgagtccte
aggagtcagg
ttgccaacgg

ttcagaacgt

gccgegggtg
cggggcgctg
ggtgccgtcg
gtccttcaac
cgtcatgaac
ctacgtgtac
gtccttecte
cgactacatc
gcccatgace
catgaaccgce
caacaagtac
caacaactcc
ccacctegtg
caacatgatc
gctggagtte
ggtgtttgaa
gtccatctac

cagcacctgce

ggccccaggce
ggcgtcgegg
ctcatcaagc
atgtggaagg
cccagcgaga
agggagttca
gagtaccgca
gtcatgccca

ctgaagctca

actgtgggtg

tttccaggca

gactctgggc
gacaagtgga
aatggaactt
tacagcccgg
ggcatcccca
ccacccaacg

aggttcagtg

USE OF INHIBITORS OF SCAVENGER RECEPTOR CLASS PROTEINS FOR THE
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ccceettgtt
tgactggcct
cgggaatccce
caggcattgg
agagcggggce
ccaaggtgat
tccectgteat
aaaagggctc
ctcccaaggg
agccaggcect
actctcccag
gttgcacacc
cactcaggga
gttctggaac
gtcececttcec
cctccaaggt
tgggagtgcc
gagctttggce
aacaatggag
ccggactttg
tccteccagec
gccgcaggcet
gcccaggcetg
gcaaacctgt
ttcactcttg
<210> 2
<211> 1230
<212> DNA
<213>

<400> 2

tctctececcat
gcaccctaac
catgaactgc
acaaactggg
catggagggg
gcactatgcce
ctgccaaatc
aaaggataag
ctctgtgctg
ggccgetggg
cggacagccce
tgcacacacg
tggagctgct
cttctctcecca
tcgggtgagc
gaaacactgc
gccttcctgt
cttggtctac
tgagcacaag
atcccceccga
taaactgaca
gtgccccecga
aggtgaagag
gacccttttce

aagtaataaa

Homo sapiens

cctcacttcc
caggaggcac
tctgtgaaac
aagattgagc
gagactcttce
cagtacgtcc
cggagccaag
gaggccattc
caggaagcaa
cctgaccggce
cccagcccca
ccctggcaca
gctgaaggga
cgtggcccac
ctggcctgtce
agtcccggtg
gccaaattca
ctgccaggcce
atgccctgtg
agtcttcaca
tcatcctatg
gctgccccea
gcctgggggce
tactggaata

cgtttaaaaa

tcaacgctga
actccttgtt
tgcagctgag
ctgtggtcect
acacattcta
tcctggegcet
agaaatgcta
aggcctatte
aactgtaggg
cccccagcecce
cagcctgagce
catacacaca
cttgtaggga
aggcctgacc
ccgttcagcece
tggtggctcce
gtggggactc
aggcaaagcg
cagctgcccg
ggcactgcat
gactgagccg
ccccctcaca
cctgcecttcee
gaaatgagtt

aatgg

ccecggttetg
cctggacatc
cctctacatg
gccgctgcectc
cactcagctg
gggctgcegte
tttattttgg
tgaatccctg
tcctgaggac
ctacaccccg
ctcccagctg
tgcgtgcagg
gaggctcgtc
acaggggctg
gttgggccca
ccatgcagga
agtgcccagg
cctttacaca
agggtctccg
cgggttgtct
gccactctct
gggtccctca

gggcgctcct

ttatcatctt

gcagaagcegg
cacccggtceca
aaatctgtcg
tggtttgcag
gtgttgatgc
ctgctgctgg
agtagtagta
atgacatcag
accgtgagcc
cttctcececgg
ccatgtgcct
cttgtgcaga
aacaagcact
tgggtcctgce
ggcttcctcce
cgggccaggce
ccctggecac
ggcctcggaa
cccaccececgg
ggcgcecttt
ggccgaagtg
gattataggt

ggaccctggg

tgaaaaataa

atgggctgct ccgccaaagc gcgctgggct geccggggegce tgggcgtcgce ggggctactg

tgcgctgtge tgggcgctgt catgatcgtg atggtgccgt cgctcatcaa gcagcaggtc

cttaagggtg cggcggtgat gatggagaat aagcccatga ccctgaagct catcatgacc
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ttggcattca
tggggctaca
ttcaaggaca
gtgttcacgg
agcaaggttg
atgtggccgce
cgatccatga
ttcgtggcecte
tgccegtgece
tttctctecece
ctgcacccta
cccatgaact
ggacaaactg
gccatggagg
atgcactatg
atctgccaaa
tcaaaggata
ggctctgtgce
<210> 3
<211> 21
<212> DNA
<213>

<220>
<223>

<400> 3

ccaccctcgg
aggaccccct
agttcggatt
gggtccagaa
acttctggca
ccttcatgac
agctaatgta
ccaaaaccct
tggagtctgg
atcctcactt
accaggaggc
gctctgtgaa
ggaagattga
gggagactct
cccagtacgt
tccggageca
aggaggccat

tgcaggaagc

Artificial

siRNA sequence,

cgaacgtgcc
tgtgaatctc
atttgctgag
catcagcagg
ttccgatcag
tcctgagtcce
caaggagtca
gtttgccaac
aattcagaac
cctcaacgcet
acactccttg
actgcagctg
gcctgtggtce
tcacacattc
cctectggeg
agagaaatgc
tcaggcctat

aaaactgtag

ttcatgaacc
atcaacaagt
ctcaacaact
atccacctcg
tgcaacatga
tcgctggagt
ggggtgtttg
gggtccatct
gtcagcacct
gacccggttce
ttcctggaca
agcctctaca
ctgccgetge
tacactcagc
ctgggctgceg
tatttatttt

tctgaatccce

sense strand

ggcauuggac aaacugggat t

<210> 4

<211> 21

<212> DNA

<213> Artificial
<220>

<223> siRNA sequence,

<400> 4

antisense

ucccaguuug uccaaugcct g

<210> 5
<211l> 21

strand

gcactgtggg
actttccagg
ccgactctgg
tggacaagtg
tcaatggaac
tctacagccc
aaggcatccc
acccacccaa
gcaggttcag
tggcagaagc
tccaccecggt
tgaaatctgt
tctggtttgce
tggtgttgat
tcectgectget
ggagtagtag

tgatgacatc

tgagatcatg
catgttcccc
gctcttcacg
gaacgggctg
ttctgggcaa
ggaggcctgce
cacctatcgc
cgaaggcttc
tgcccecttg
ggtgactggc
cacgggaatc
cgcaggcatt
agagagcggg
gcccaaggtg
ggtccctgte
taaaaagggc

agctcccaag
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<212> DNA

<213> Artificial

<220>

<223> 8iRNA sequence, sense strand

<400> 5

gcucaucaug accuuggcat t 21
<210> 6

<211> 21

<212> DNA

<213> Artificial

<220>

<223> siRNA sequence, antisense strand

<400> 6

ugccaagguc augaugagct t 21
<210> 7

<211> 21

<212> DNA

<213> Artificial

<220>

<223> siRNA sequence, sense strand

<400> 7
ggacaaguuc ggauuauuut t 21
<210> 8
<211> 21

<212> DNA

<213> Artificial

<220>

<223> siRNA sequence, antisense strand

<400> 8

aaauaauccg aacuugucct t 21
<210> 9

<211> 509

<212> PRT
<213> Homo

<400> 9
Met Gly Cys

1

Ala Gly Leu

Pro Ser Leu
35

sapiens

Ser Ala Lys Ala Arg Trp Ala Ala Gly Ala Leu Gly Val
5 10 15

Leu Cys Ala Val Leu Gly Ala Val Met Ile Val Met Val
20 25 30

Ile Lys Gln Gln Val Leu Lys Asn Val Arg Ile Asp Pro
40 45

4



Ser

Leu

65

Gly

Ser

Phe

Ser

Ala

145

Leu

Gly

Lys

Ala

val

225

Ser

Thr

Glu

Glu

Ser

50

Ser

Glu

Arg

Leu

Glu

130

vVal

Ala

Glu

Tyr

Glu

210

Gln

Lys

Ser

Phe

Ser

Leu

Val

Lys

His

Glu

115

Ser

Met

Phe

Ile

Phe

195

Leu

Asn

Val

Gly

Tyr

275

Gly

Ser

Tyr

Pro

Lys

100

Tyr

Asp

Met

Thr

Met

180

Pro

Asn

Ile

Asp

Gln

260

Ser

val

Phe

Phe

Gln

85

Ser

Arg

Tyr

Glu

Thr

165

Trp

Gly

Asn

Ser

Phe

245

Met

Pro

Phe

Asn

Phe

70

Val

Asn

Thr

Ile

Asn

150

Leu

Gly

Met

Ser

Arg

230

Trp

Trp

Glu

Glu

Met

55

Asp

Arg

Ile

Phe

Val

135

Lys

Gly

Tyr

Phe

Asp

215

Ile

His

Pro

Ala

Gly

Trp

val

Glu

Thr

Gln

120

Met

Pro

Glu

Lys

Pro

200

Ser

His

Ser

Pro

Cys

280

Ile

Lys

Met

Arg

Phe

105

Phe

Pro

Met

Arg

Asp

185

Phe

Gly

Leu

Asp

Phe

265

Arg

Pro

Glu

Asn

Gly

90

Asn

Gln

Asn

Thr

Ala

170

Pro

Lys

Leu

val

Gln

250

Met

Ser

Thr

Ile

Pro

75

Pro

Asn

Pro

Ile

Leu

155

Phe

Leu

Asp

Phe

Asp

235

Cys

Thr

Met

Tyr

Pro
60

Ser

Tyr

Asn

Ser

Leu

140

Lys

Met

Val

Lys

Thr

220

Lys

Asn

Pro

Lys

Arg

Ile

Glu

val

Asp

Lys

125

Val

Leu

Asn

Asn

Phe

205

val

Trp

Met

Glu

Leu

285

Phe

Pro

Ile

Tyr

Thr

110

Ser

Leu

Ile

Arg

Leu

190

Gly

Phe

Asn

Ile

Ser

270

Met

Val

Phe

Leu

Arg

95

Val

His

Gly

Met

Thr

175

Ile

Leu

Thr

Gly

Asn

255

Ser

Tyr

Ala

Tyr

Lys

Glu

Ser

Gly

Ala

Thr

160

Val

Asn

Phe

Gly

Leu

240

Gly

Leu

Lys

Pro



Lys

305

Cys

Ser

Val

Ser

Ser

385

Gly

Ala

Gln

Leu

Arg

465

Ser

Ser

290

Thr

Pro

Ala

Leu

Leu

370

Val

Gln

Glu

Leu

Ala

450

Ser

Lys

Ala

Leu

Cys

Pro

Ala

355

Phe

Lys

Thr

Ser

val

435

Leu

Gln

Asp

Pro

Phe

Leu

Leu

340

Glu

Leu

Leu

Gly

Gly

420

Leu

Gly

Glu

Lys

Lys
500

Ala

Glu

325

Phe

Ala

Asp

Gln

Lys

405

Ala

Met

Cys

Lys

Glu

485

Gly

Asn

310

Ser

Leu

Val

Ile

Leu

390

Ile

Met

Pro

val

Cys

470

Ala

Ser

295

Gly

Gly

Ser

Thr

His

375

Ser

Glu

Glu

Lys

Leu

455

Tyr

Ile

Val

Ser

Ile

His

Gly

360

Pro

Leu

Pro

Gly

Val

440

Leu

Leu

Gln

Leu

Ile

Gln

Pro

345

Leu

Val

Tyr

vVal

Glu

425

Met

Leu

Phe

Ala

Gln
505

Tyr

Asn

330

His

His

Thr

Met

Val

410

Thr

His

Val

Trp

Tyr

490

Glu

Pro

315

Val

Phe

Pro

Gly

Lys

395

Leu

Leu

Tyr

Pro

Ser

475

Ser

Ala

300

Pro

Ser

Leu

Asn

Ile

380

Ser

Pro

His

Ala

Val

460

Ser

Glu

Lys

Asn

Thr

Asn

Gln

365

Pro

Val

Leu

Thr

Gln

445

Ile

Ser

Ser

Leu

Glu

Cys

Ala

350

Glu

Met

Ala

Leu

Phe

430

Tyr

Cys

Lys

Leu

Gly

Arg

335

Asp

Ala

Asn

Gly

Trp

415

TyY

vVal

Gln

Lys

Met
495

Phe

320

Phe

Pro

His

Cys

Ile

400

Phe

Thr

Leu

Ile

Gly

480

Thr



