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<210> 1
<211>
<212>
<213>

<400> 1
gggtactgcc

DNA

. tgcgccgagg

agcgcatccg

cccggcacaa
aaagggcaga
acaagcccgt
tggagcgcct
gctactcagt
atagtcccct
tggaagacta
agtécaggcc
acatcgaccc
gcctgtttec
" accagcaaga
cctggecace
. - taccaggagg
atttfgccag
agttatcaag
cagactcggt
ccagctectce
gcgatgggac
acaccacctc

cttgtggagg

<210> 2

<211> 414
<212>  PRT
<213>

1346

-Homo sapiens

gtcgcegeceg
tcgtagcgga
cgaggccaag
ctactacgag
tgctttacag
ggttttgttg
aaaaaggaaa
gaagatgaag
ttacatcttt
caaggtgcca
cccttacagg
tctgggaacc
taccagcact
cgaagctatt
tgaattcaaa
ctggtggcat
cagcaccaac
gaaatggtat
tgaccttcag
cagctccagt
agtgcaccgc
ccaggacgac

ccgggcetcac

Homo sapiens

\%
D
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cccaggccgg
accagctggc
cggagtgcgc
agcttctcgce

’cfgtctgtgg

aatgcgcaag
tatcggaacc
atgaaatact
gacagcagct
aagtttrtca
tggtttgtga
agtgcctgga
cccagggaac
acctggttta
cccctggaaa
gttgtcctca
ftccctgtgg
aggattttga
gagtccacag
tcgtcagact
aggaagaaga
tgtgtcagca

ccctga

o IMID6-ST25
SEQUENCE LISTING
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ggaggggtgc
gaccccgceag
ggccggagcet
tgagcccggce
aagaatttgt
agggctggtc
agaagttcaa
acatcgagta
atggtgaaca
ctgatgacct
tggggccacc
atgccttagt
tcatcaaagt
atgttattta
tcttacaaaa
atctcgacac
tatggcacaa
agcaagagca
ggatagcttc
ccgactcaga
ggaggacgtg
aagagcgcag
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gttagtgtca
aatgaaccac
caaggactcg
ggccgtggceg
ggagcggtat
tgcgcaggag
gtgtggtgag
catggagagc
ccctaaaaga
tttccagtat
acgctccgga
tcagggccéc
gacccgagac
tccccggaca
accaggagag
tactatcgcc
gacggtaaga
ccccgagttg
cgacagctcc
gtgcgagtct
cagcatggtg

ctccteccagg
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ggaagcgggc
aagagcaaga

ctggattgga

gataacgtgg

gaaagacctt
aaatggactc
gataacgatg
actcgagatg

aggaaacttt

gctggggaga

actgggattc
aagcgctggt
gaaggaggga

cagcttccaa

actgtctttg

atcacccCaaa

gggagaccaa

‘gcagtcctcg

agcgactctt .

ggatccgagg

ggaaacgggg
attagggaca

’
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<400>

Met Asn His
1

Arg
Glu
Ala
-Arg
65
Ala
_G1n
Lys

Pro

Pro
ser
Asp
50

Pro
GIln
Lys
Met

Leu

- 130

Lys
145
Phe

" Met

Thr,

Phe-

Gly

Pro

- Ile

His

Leu

GIn

Gly

ser

Pro

210

Gly

Arg

Leu

val

Glu

Phe

35

Ala

TYyr

Glu

Phe

Tyr

‘Leu

TYyr
Pro
Ala
195
Thr
ASn
Thr

Gln

val

Lys
Leu
20

Ser

Leu

Lys

Lys

Tyr

Ile

Glu
Ala
Pro
180
Trp
Ser
Gln
Gln

Lys

Leu

Ser

Lys

Leu
Gln
Pro
Trp
85

cys
Tyr
Phe
Asp

Gly

Arg

Asn

Thr

Gln

Leu

245

Pro

Asn

Lys

Asp

ser

Leu

val

70

Thr

Gly

Ile

Asp
Tyr
150
Glu
ser
Ala
Pro
Asp
230
Pro

Gly

Leu

Lys
ser
Pro
Ser
55

val
Leu
Glu
Glu
Ser
135

Lys

Lys

Gly

Leu
Ar
215

Glu

Thr

Glu

Asp

Arg
Leu
Ala
40

val
Leu
Glu
AsSp
TYyr
120

ser

val

Arg

Thr

val

Ile

AsSp
25

Ala

Glu

Leu

Arg

Asn

105

Met

Tyr

Pro

Arg

Gly

GlIn

200

g Glu

Ala

Trp

Thr

Thr

Leu

Ile

Pro

val’

265

Thr

JMID6_ST25

Arg Glu’
10

Trp
val
Glu
Asn
Leu
90

Asp
Glu
Gly
Lys
Pro
170
Ile
Gly
Ile
Thr
Pro
250
Phe

Ile

Thr

Ala

Phe

Ala

75

Lys

Gly

ser

Glu

Phe

155

Pro

His

His

Lys

Trp

Glu

val

Ala

Ala
Arg
Asp
val
60 .
Gln
Arg
Tyr
Thr
His
140
Phe

TYyr

Ile

Lys

val

220

Phe

Phe

Pro

Ile

Page 2

Lys

His

‘Asn
45

Glu

Glu
Lys
ser
Arg
125
Pro
Thr

Arg

Asp

Asn

Lys

Gly

Thr

Arg
Asn
30
val
Arg
Gly
TYr
val
110
ASp
Lys
ASp
Trp
Pro
190
Trp
Arg
val
Pro
Gly
2

Gln

Ser

15

Tyr

Glu

Tyr

Trp

Arg

95

Lys

Asp

Arg

ASp

Phe

175

Leu

cys

Asp

Ile

Leu

255

Trp

Asn

Ala

Tyr

Arg

Glu

‘Ser

80

Asn
Met
ser
Arg
Leu
160
val
Gly
Lgu
Glu

TYyr

240

Glu

Trp

Phe

PCT/SG2010/000072



275

ser
290

Ala ser

Pro Lys

305

Pro Glu Leu

Gly Ile Ala

ser
355

‘ser ser

Thr val

370

Gly

Asn
385

Gly Asp

Ser ser Arg

<210> 3

<211> 1220
<212> DNA
<213> Homo

<400> 3
gggtactgcc

tgcgccgagg
agcgcatccg
" cccggeacaa
aaagggcaga
acaagcccgt
tggagcgect
gctactcagt
atagtcccct
‘tggaagacta
agcgcaggcec
acatcgaccc
gcctgtttec
accagcaaga
cctggccacc

taccaggagg

Thr Asn

Leu Ser

Phe

280

Pro val

295

Lys Trp

310

VaT
325

A]a

ser
340

Asp
Asp Ser
Arg

His

Thr Thr

Leu

Ser

ASp

Arg

Ser

Ala Asp

Ser

ser

Glu
360

ser

Lys

Lys
375 )

Gln Asp

390

Ile

sapiens

gtcgcegecg
tcgtagcgga
cgaggccaag
ctactacgag
tgctttacag
ggttttgttg
aaaaaggaaa
gaagatgaag
ttacatcttt
caaggtgcca
cccttacagg
tctgggaacc
taccagcact
cgaagctatt
tgaattcaaa

ctggtggcat

Asp

Thr Cys

cccaggccgg
accagctggc
cggagtgcgc
agcttctcge
ctgtctgtgg
aatgcgcaag
tatcggaacc
atgaaatact
gacagcagct
aagtttttca
tggtttgtga
égtgcctgga

cccagggaac

acctggttta
cccctggaaa

gttgtcctca

Arg

IMID6._ST25

val Trp His

Ile

Tyr
315

Arg

val
330

ser Asp

Asp Ser Ser

Ccys Glu Sser

Thr

Arg

val
395

Asp Cys

Gly Gly Arg

ggaggggtgc
gaccccgcag
ggccggaget
tgagcccggce
aagaatttgt
agggctggtc
aéﬁagttcaa
acatcgagta
atggtgaaca
ctgatgacct
tggggccacc
atgccttagt
tcatcaaagt
atgttattta
tcttacaaaa

Vatctcgacac

285

Lys Thr val
300

Leu Lys GIn

Leu Gln Glu

Ser
350

Ser Ser

ser Glu

365

Gly

Cys Ser Met

380

ser Lys

Ala His

gttagtgtca
aatgaaccac
caaggactcg
ggccgtggcg
ggagcggtat
tgcgcaggag
gtgtggtgag
catggagagc
ccctaaaaga
tttccagtat
acgctccegga
tcagggccac
gacccgagac
tccccggaca
accaggagag

tactatcgcc

Page 3

Arg Gly

Glu His
320

ser Thr
335

ser Ser
Gly Asp

val Gly

Arg ser
400

Pro

ggaagcgggc
aagagcaaga

ctggattgga

gataacgtgg .

gaaagacctt
aaatggactc
gataacgatg

actcgagatg

aggaaacttt

gctggggaga
actgggattc
aagcgctggt
gaaggaggga

cagcttccaa

actgtctttg

atcacccaaa
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attttgccag cagcaccaac
agttatcaag gaaatggtat
cagactcggt tgaccttcag

ccagctcctc cagctccagt

gaggceggge tcacccctga

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

<400>

4
372
PRT
Homo

4

Met Asn His
1

Arg
Glu
Ala
Arg
65

'A1a
Gln

" Lys

Pro

Lys

145

Phe

Met

Thr

Phe

Pro

Ser

AsSp
50

_Pro

Gln
Lys
Met
Leu
130
Leu
Gln
Gly

ser

Pro

Glu
Phe
35

Ala
Tyr
Glu
Phe
Lys
Tyr
Leu
Tyr

Pro

sapiens

Lys

Leu

20

Ser

Leu

Lys

Lys

Lys

100

Tyr

Ile

Glu

Ala

Pro

180

Ala
195

Thr

Trp

ser

ser

Lys

Leu

Gln

Pro

Trp
85

Cys
Tyr
Phe

Asp

Arg
ASn

Thr

Lys

Asp

ser

Leu
val
70

Thr
G1y
Ile
Asp
Tyr
150

Glu

‘Ser

Ala

Pro

LysS
Ser
Pro
Ser
55

val
Leu
Glu
Glu
Ser
135
Lys

Lys

Gly

Leu.

Arg

Arg

Leu
Ala
40

val
Leu
Glu
ASp
Tyr
120
ser
val
Arg
Thr
val

200

Glu

Ile

Asp

25

Ala

Glu

Leu

Arg

Asn

105

Met

Tyr

Pro

Arg

Gly

:G1n

Leu

IMID6._ST25

Arg

10

Trp

val

Glu

Asn

Leu

90

Asp

Glu

Gly

Lys

Pro

170

Ile

Gly

Ile

gagtccacag ggatagcttc

tcgtcagact ccgactcaga

Glu

Thr

Ala

Phe

Ala

75

Lys

Gly

Ser

Glu
Phe
155
Pro
His

His

Lys

ttccctgtgg tatggcacaa gacggtaaga gggagaccaa

aggattttga agcaagagca ccccgagttg gcagtcctcg

‘cgacagctcc agcgactctt

gaggattagg gacacttgtg

Ala Lys Arg Ser Ala
C 15

Arg His Asn Tyr Tyr
30

Asp Asn val Glu Arg
45

val Glu Arg Tyr Glu
60

Gln Glu G]Q Trp Ser
80

Arg Lys Tyr Arg Asn
95

Tyr Ser val Lys Met
110

Thr Arg Asp Asp Ser

His Pro Lys Arg Arg
140 : -

Phe Thr Asp Asp Leu
160

Tyr Arg Trp Phe val
175 )

Ile Asp Pro Leu Gly
190

Lys Arg Trp Cys Leu

val Thr Arg Asp Glu

Page 4
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210

Gly Asn

Pro Arg Thr

Ile Leu GIn

val
275

His val

ser ser

290

Ala

Arg Pro

305

Lys

Pro Glu Leu

Gly Ile Ala

ser
355

ser ser

Ala His

370

Arg

<210>
<211>
<212>

<213>

<400> 5
gggtactgcc

5
1589
DNA
Homo

* tgcgecgagg
‘agcgcatccg
cccggcacaa
aaagggcaga
acaagcccgt
tggagegect
gctactcagt
atagtcccct
tggaagacta
-agcgcaggcec

acatcgaccc

Gln GlIn

Asp

215

Glu Ala

230

>Leu
245

Gln
Pro
Asn
Thr Asn

Leu Ser

Pro

Gly

Leu

Phe

Arg

Thr Trp

Glu Thr

Ile

Pro

val

IMID6_ST25

Thr Trp
235

Pro Glu
250

Phe

265

Thr
280

Asp

Pro val

295

Lys Trp

310

val
325

Ala

Ser
340

Asp

Asp Ser

Pro

sapiens

gtcgccgecg
tcgtagcggé
cgéggccaag
ctactacgag
tgctttacag
ggttttgttg
aaaaaggaaé
gaagatgaag
ttacatcttt
caaggtécca
cccttacagg

tctgggaacc

Leu
ser

ASp

Ala Asp

ser

ser

Glu
360

ser

cccaggccgg
accagctggc
cggagtgcgc
agcttctege
ctgtctgtgg
aatgcgcaag
tatcggaacc
atgaaatact
gacagcagct
aagtttttca
tggtttgtga

agtgcctgga

Thf
val
fyr
Sgr
Asp

Arg

Ile
His

Trp

Ile
315

Arg

val
330

Asp
ser

ser

Ile Arg

ggaggggtgc

gaccccgcag

ggccggaget
tgagcccggce
aagaatttgt
agggctggtc
agaagttcaa
acatcgagta
atggtgaaca

ctgatgacct

tggggccacc

atgccttagt

val

Ala

220

Phe Asn val

Phe Lys Pro

Pro Gly g]y

Thr GlIn

285

Ile

Lys Thr val

300

Leu Lys GIn

Leu Gln Glu

ser
350

Ser Ser

Thr
365

Asp Cys

gttagtgtca
aatgaaccac

caaggactcg

ggcegtggeg

ggagcggtat
tgcgcaggag
gtgtggtgag
catggagagc
Ccctaaﬁéga
tttccagtaf
acgctccgga

tcagggccac

Page 5

Tyr
240

Ile

Leu
255

Trp Trp

Asn Phe
Gly

Arg

His
320

Glu

Ser Thr

335

Ser Ser

Gly Gly

ggaagcgggc

aagagcaaga
ctggattgga
gataacgtg§
gaaagacctt
aaatggactc

gataacgatg

actcgagatg

aggaaacttt
gctggggaga
actgggattc

aagcgctggt
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gcctgtttec
accagcaéga
cctggecacc
taccaggagg
attttgccag
agttatcaag
cagactcggt
ccagctcctc
gcgatgggac
acaccacctc
.aggctgttgt
ctgtccagtc
cacgggaacc
taaacgcggc
attatttaat
<210> 6
<211> 403
<212> PRT
<213> Homo
<400> 6
Met Asn His
1

Glu

Arg Pro

Phe
35

Glu ser

Ala Asp Ala

50

Arg Pro

65

TYyr

Ala Gln Glu

GIn Lys phe

Lys Met Lys

Pro Leu

taccagcact
cgaagctatt
tgaattcaaa
ctggtggcat
cagcaccaac
gaaatggtat
tgaccttcag
cagctccagt
agtgcaccgc
ccaggacgac
ctgtatggaa
ctgcagacaa
cattcactta
ttgttttact

daaaattgaa

" sapiens

cccagggaac
acctggttta
cccctggaaa
gttgtcctca
ttccctgtgg
aggattttga
gagtccacag
tcgtcagact
aggaagaaga
tgtgtcagca
ggacacgctc
ggggaggcct
gcgtttgctc
caggcaagag

tccattttc

IMID6_ST25

tcatcaaagt
atgttattta
tcttacaaaa
atctcgacac
tatggcacaa

agcaagagca

.ggatagcttc

ccgactcaga
ggaggacgtg
aagagcgcag
gcggcaaggg
gacagagccc
cagtagcttt

aatgtgaata

gacccgagac

tcccecggaca

accaggagag
tactatcgcc
gacggtaaga
ccccgagttg
cgacagctcc
gtgcgagtct
cagcatggtg
ctcctccagg
cagggéctgg
aagaatgagg
ccctctgeta

gtgccaagaa

gaaggaggga
cagcttccaa
actgtctttg
atcacccaaa
gggagaccaa
gcagtcctcg
agcgactctt
ggatccgagg
ggaaacgggg
tgacccagca
ggagggtggc
acaccctcgg
ccaatgcaga

aatcctttac

Tyr’

Lys

Leu

20

ser
Leu
Lys

Lys

Tyr

Ile

ser
Lys
Leu
Gln
Pro
Trp
85

cys
Tyr

Phe

Lys
ASp
ser
Leu
val
70

Thr
Gly

Ile

Asp

Lys

Ser

Pro

Ser

55

val

Leu

Glu

.Glu

ser

Arg
Leu
Ala
40

val
Leu
Glu
Asp

Tyr

ser

‘Ile

Asp
25

Ala
Glu
Leu
Arg
Asn
105

Met

Tyr

Arg

10

Trp

val

Glu

Asn

Leu

90

Asp

Glu

Gly

Glu
Thr
A]a
Phe
Ala
75

LYyS
Gly

ser

Glu

Ala

Arg

ASp

Lys

His

Asn

- 45

val

60

GIn

Arg

Tyr

Thr

His

Pége 6

Glu
Gju
Lys
ser
Arg

Pro

Arg

Asn

Ser
15

Tyr

30

val

Arg

Gly

Tyr

val

110

Asp

Lys

Glu

Tyr

Trp

Arg

95

Lys

Asp

Arg

Ala
Tyr

Arg

ser
80

Asn
Met

Ser

Arg

PCT/SG2010/000072
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145
Phe
Met
Thr
Phe
Gly
Pro
Ije
His
.A1a

Arg
. 305

" Pro

Gly

ser

Gly

Asn

385

ser

130

Leu

Gln
Gly
ser
Pro
210
Gly

Arg

Leu

“val

ser
290
Pro
Glu

Ile

Ser

Leu
Tyr
Pro
Ala
195
Thr
Asn
Thr
G1h

val

275

.Ser

Lys

Leu

Ala

Glu
Ala
Pro
180
Trp
Ser

Gln

Gln

Thr

Leu

Ala

ser

- .340

Ser

. 355

Thr
370

Gly

Sser

<210>

val
Asp

Arg

7

ASp

His

Thr

Asp

>G1y

Arg

Asn

Thr

Gln

Leu

245

Pro

Asn

Asn

Ser

val

325

AsSp

Ser

Arg

Thr

Tyr

150

Glu

ser

Ala

Pro

ASp

Pro

Gly

Leu

Phe

135

Lys

Lys

Gly

Leu

Arg
215

Glu

Thr

Glu

Asp

Pro

- 295

Arg
Leu
Sgr
Asp
s

ser
390

Lys
Ala
sSer
ser
Lys

375

Gln

val
Arg
Thr
val
200
Glu
Ala
Trp
Thr
Thr
280
val
Trp
ASp
ser
Glu
360

Lys

AsSp

Pro

Arg

Gly

Gln

Leu
Ile
Pro

Va]

265

Thr
val
Tyr
ser
Asp
345
Ccys
Arg

Asp

IMID6_ST25

Lys
Pro
170
Ile
Gly
Ile
Thr
Pro
250
Phe
Ile
Trp

Arg

val

140

Phe Phe Thr Asp

155

Pro
His
His
Lys
Trp
Glu
val
Ala
His
Ile
315

Asp

330

Ser
Glu
Arg

Cys

Ser

Ser

Thr

val
395

Tyr
Ile
Lys
val
220
Phe
Phe

Pro

Ile

Leu
ser
Gly
Cys
380

ser

Page 7

Arg

Asp

Arg

205

Thr

Asn

Lys

Gly
Thr
285
Thr
Lys
Gln

ser

Ser
365

ser

Lys

Trp

‘Pro

190

Trp
Arg
val
Pro
Gly
2

Gln
val
Gln
Glu
Ser
350
Glu

Met

Glu

ASp

Phe
175

Leu

Cys

ASp
Ile
Leu
255
Trp
Asn
Arg
Glu
Ser
335
ser
Gly

val

Arg

Leu
160

val

Gly

Leu

Tyr
240

Glu

Trp

Phe
Gly
His
320

Thr

Ser _

Asp

Gly

ser
400

PCT/SG2010/000072



<211>
<212>
<213>

<400> 7
ggcgggtctg

gaaggccgct

1667
DNA
Mus

aggcgacttt
agggagggcg
cggcgagegg
tgcgcggeceg
'éccgctgaac
ggtgaaagag
acaagagggc
gaaccagaag
gtactacatc
cagctatggc
tttcacagat
tgtgatgggg
cfggaatgcc
agaactcatc
gtttaatgtc
ggagatatta
cctcaacctt
tgttgtgtgg
cttgaaacag
" ‘cacaggcatt
agactcggac
gaagaggaga
gagcaaagag
ctcgcagcca
fagtacgtgg
ggtgccaatg
<210> 8
<211> 403
<212> PRT
<213> Mus
<400> 8-

1

musculus

gcaggtcgct
gttcgcccaa
aaaggcgccg
cgtttggtag
ctcacgatga
gagctcaagg
cccgeggecg
ttcgtggagc
tggtccgcac
ttcaagtgcg
gagtacatgg
gaacacccca
gatcttttcc
ccaccgegtt

ttagttcagg

aaggtgaccc

atctatcccc
cagaaaccag
gacaccacca
cacaagacgg
gagcaccctg
gcctctgaca
tcagagtgtg
acctgcagca
cgcagctcct
ggcttggogyg
tacagtggcf

aaacccttta

musculus

gaggccaatg
cccaaagctc
ggccggageg
caggaaacgc
accacaagag
actcgctcga
tgccggataa
gctacgagag
aggagaaatg
gcgaggataa
agagcacccg
aaagaaggaa
aatacgcggg
ctggaactgg
gtcacaagcg
gagaagaagg
ggacacagct
gag&aactgt

ttgccatcac

taagagggag.

agctggcagt
gctccagcga
aatctgggtc
tggtgggaaa
ccaggtgacc
gctgacaccc
tttctctgtg

cctatttaat

~ JMID6.ST25

gcggaccgea
cggtggegge
aagggcgtct
gagccgegtc
caagaagcgc
ctggacccgg
cgfggagaga
gccttacaag
gactctggag
tgacggctac
cgatgacagt
acttttggaa
ggagaaacgc
gattcacatc
gtggtgcctc
agggaaccaa
tccaacctgg
ctttgtacca
ccagaacttt
accaaagtta
cctggccgac

ctcttctagce

agaaggtgat

tggggacact
acatgtggcec
agagaacaag
gtcatgtctt

aaaaacggat

Met Asn His Lys Ser Lys Lys Arg Ile Agg Glu
5 1

tgaggcggtg
tgaggagtga
cggggcegeg
ggggtcgggg
atccgcgagg
cacaactact
gctgatgect
ccegtggttc
cgcctcaaaa
tcggttaaga
cccctttaca
gactacaagg
agaccccctt
gaccctctgg
ttcccaacaa
caggatgaag
ccacctgaat
gggggctggt
gccagcagca
tcaaggaagt
gcégttgacc
tcctctagtt
gggacgacac
acctcccagg
gctgtctgtg
gacactcaga

aggggcaaag
acatttt

gg9gcggggag
atcttctgga

ccagccaggg

cggaaccgga

ccaagcgaag
acgagagcta
tacagctgtc
tgctcaatgce
ggaaataccg
tgaagatgaa
tcttcgatag
tgéccaagtt
acaggtggtt
ggaccagtgc
acacacccag
caattacctg

tcaaacccct

‘ggcatgttgt

ccaacttccc
ggtataggat
tccaggagtc
ccagctcgtc
accgcaggaa
atgactgtgt
ccaggatatg
tgggagttgg
gcgtgtggat

Ala Lys Arg Ser Ala
15
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60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960

1020

1080

1140

1200

1260

1320

1380

1440

1500

1560

1620

1667



Arg
Glu
Ala
Arg
65

Ala
Gln
- Lys
Pro
Lys
145
Phe
Met
Thr

Phe

Gly

Pro.

Ile

His

Ala

Pro

Ser

Asp

50

Pro

GIn

Lys

Met

Leu

130

Leu

GlIn

Gly

Ser

Pro

210

Gly

Arg

Leu

val

ser

290

Glu

Tyr
35

Ala

Tyr

Glu

Phe

Tyr

Leu

TYyr

Pro.

Ala
195
Thr
Asn
Thr
Gln
val
275

sSer

Leu
20

Pro
Leu

Lys

Lys

Tyr

Ile

Glu

Ala

Pro

180

Trp

Asn

Gln

Glin

Thr.

Leu

Gln

Pro

Trp

85

Cys

Tyr

Phe

Asp

Arg

Asn

Thr

Gln

Leu

245

Pro

Asn

Asn

Asn
Leu
val
70

Thr
Gly
Ile
AsSp
Tyr
150
Glu
Ser
Ala
Pro
Asp
230
Pro
G1y
Leu

Phe

Lys Asp Ser

Pro

Ser

55

val

Leu

G1u_

Glu

ser
135

Lys

LysS

Gly

Leu

Thr

Glu

>ASp

Pro
295

Leu

Asp

25

Ala
40

val
Leu
Glu
ASp
Tyr
120

Ser

val

Arg

Thr

val

200

Glu

Ala

Trp

Thr

Thr

280

val

Ala

Lys

Leu

Arg

Asn
105

Met

Tyr

Pro

Arg

Gly

Gln

Leu

Ile

Pro

val

265

Thr

val

JMID6_ST25

Trp Thr Arg His Asn Tyr Tyr

val

Glu

Asn

Leu

90

Asp

Glu

Gly

Lys
Pro
170
Ile
Gly
Ile
Thr
Pro
250
Phe

Ile

Trp

Pro
Phe
Ala
75

Lys
Gly
ser
Glu
Phe
155
Pro
His

His

Lys

Trp

Asp
val
60

G]n
Arg
Tyr
Thr
His
140
Phe
Tyr

Ile

Lys

val

220

Phe

235

Glu

val

Ala

His

Phe

Pro

Ile

Lys
300

Page 9

ASn
45

Glu
Glu
LysS
Ser
Arg
125
Pro
Thr
Arg
ASp
Arg
205
Thr
Asn
Lys
Gly
Thr

285

Thr

30

val

Arg

Gly

Tyr

val

110

ASp

Lys

Asp

Trp

Glu

TYyr

Trp

Arg

95

Lys

Asp

Arg

Asp

Phe

175

Pro

190

Trp.

Arg
val
Pro
Gly
2

Gln

val

Leu

Cys

Glu

Ile

Leu

255

Trp

Asn

Arg

Arg

ser

80

Asn

Met.

Ser

Arg

Leu

160

val

Gly

Leu

Glu

Tyr

240

Glu

Trp

Phe

Gly

PCT/SG2010/000072



Arg Pro Lys Leu Ser Arg Lys
305 : 310
Pro Glu Leu Ala val Leu Ala
.325
Gly Ile Ala Ser Asp Ser Ser
340 .
Ser Ser Ser Asp Ser Asp Ser
355
Gly Thr Thr His Arg Arg Lys
370 375
Asn Gly Asp Thr Thr Ser Gln
"~ 385 390
Ser Ser Arg
<210> 9
. <211> 21
<212> RNA
<213> Artificial Sequence '
<220> '
<223> antisense
<400> 9
uuaggguguu caccauagct g
<210> 10
<211> 21
<212> RNA
<213> Artificial Sequence
<220>
" <223> antisense
<400> 10

agcuuacgcu gaaagcacct ¢

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

<220>
<223>

<400>

11

21

RNA

Artificial Sequence

antisence sequences

11

ccacaagugu cccuaaucct ¢

Trp

Asp

ser

Glu

360

Lys

Asp

Tyr

Ala

Asp

Cys

Arg

Asp

JMID6_ST25

Arg
val
330
Ser
Glu

Arg

Cys

Ile Leu
315

Asp Leu

Ser

ser

ser Gly

Lys

GlIn

Ser

Ser

7 365

Thr Cys

380

val Ser

395

page 10

Ser

Lys

Gln

Glu

Ser

350

Glu

Met

Glu

Glu

Ser

335

ser

Gly

val

Arg

His
320

Thr

ser

Asp

Gly

ser

400

PCT/SG2010/000072

21

21

w21



