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<210> 1

<211> 2843
<212> DNA
<213> Homo

<400> 1
atggcggatt

gatgagagtg
g9agggggagg
ggcgatgggce
aaccccatcg
aaagcaccca
aagaggtgga
cagcecgeccc
ggctccactg
actgatgagg
aacctgagéa
ggcaacatga
gccctgecaca
ggagctgatg
tacttctact
gtcaactacc
ggcaacacag
tttgttacca
aacctggagg
ggcaagattg
cacctgtccc
ctctectecc

agcaagattg
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sapiens

ccagcgaagg
gcaccccagg
atggctccct
gaccaaatct
atctgctgga
tggactcact
ggaagaagat
ccatcctcaa
ctgacctgga
agtttcggga
atggccgcaa
gggagttcat
tcgccattga
tccacgceca
ttggggagct
tgacggagaa
tgctgeatge
agatgtacga
ccgtgcetcaa
gggtctttca
gcaagttcaa
tggacacgtg

agaaccgcca
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ccceegegeg
tggggaggct
ttcgccctca
gcgcatgaag
gtccacccta
gtttgactac
catagagaag
agtcttcaac
cgggctgcetc

accatctacg

.cgacaccatc

taactcgccc
gcgtcgetge
ggccegtggg
gccecctgtcg
cccccacaag
gctggtggee
cctgetgety
caacgacggce
gcacatcatc
ggactgggcc
tggggaagag
cgagatgctg
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gggcccggag
tttcctctct

ccggctgatg
ttccagggceg
tatgagtcct
ggcacctatc
cagccgcaga
cggcccatcec
ccattcttgce
gggaagacct
cctgtgcetgce
ttccgtgaca
aaacactacg
cgcttcttec
ctggctgect
aaggcggaca
attgctgaca
ctcaagtgtg
ctctcgeccce
€ggcgggagg
tatgggccag
gccteegtge

gctgtggagc
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aggtggctga
cctecectggc
ccagtcgecec
cctteccgcaa
cggtggtgcc
gtcaccactc
gccccaaage
tctttgacat
tgacccacaa
gcctgeccaa
tggacatcgc
tctactatcg
tggaacttct
agcccaagga
gcaccaacca
tgcggcgeca
acacccgtga
ccegectett
tcatgatggc
tgacggétga
tgtattcctc
tggagatcct

ccatcaatga
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gctccccggyg
caatctgttt
tgctggecca
gggggtgccc
tgggcccaag
cagtgacaac
tccecgecect
cgtgtcccgg
gaaacgccta
ggccttgctg
ggagcgcacc
agggcagaca
cgtggcccag
tgaggggggc

gccccacatt

ggactcgcga

gaacaccaag
ccccgacagce
tgccaagacg
ggacacacgg
gctttatgac
ggtgtacaac

actgctgegg
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gacaagtggc
gccatggtca
ccttaccgea
ggggtcctgt
aattctctct
atcgtctcag
gccctggfcc
acctatagca
tacttgetct
aacatgaagg
cgtgacagcg
ggcgacctgg
acctacatca
acagtgggcc
atcctggaca
atggtcaccg
aatgaggtga
aagaatgaga
cgctggtect
gtggtggtgc
ccccgcaagt
tctgeeccact
caccctgett
~ctgtggtecc
ctcctatgga
<210> 2
<211> 871
<212> PRT
<213>
<400> 2

gcaégttcgg
tCttcactCt
ccacggtgga
tcttctteac
tcattgatgg

cagccctcta

tgggctggat

tcatgatcca
tcatgatcgg
tgtgcaatga
agaccttcag
agatgctgag
tcctcacctt
aggtctccaa
ttgagcéttc
tgggcaagag
actggtctca
cctaccagta
cggtggtacc
ctctggacag
ggaggactga
catttctagt
tggccccaga
ctggctctgce

gtcacataag

Homo sapiens

ggccgtctec
caccgectac
ctacctgegy
caacatcaaa
ctccttecag
cctggcaggg
gaatgccctt
gaagattctc
ctacgcctca
ggaccagacc
caccttecte
cagcaccaag
tgtgctgctce
ggagagcaag
cttceccegta
ctcggacggce
ctggaaccag

ttatggcttc

ccgegtggtg

catggggaac
tgacgccccg
ccagccgeat
ggcgagggac

ctccccaccce

cca
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ttctacatca
taccagccgce
ctggctggeg
gacttgttca
ctgctctact
atcgaggcct
tacttcaccc
ttcaaggacc
gccctggtct
aactgcacag
ctggacctgt
taccccgtgg
ctcaacatgc
cacatctgga
ttcctgagga
actcctgacc
aacttgggca
tcgcataccg
gaactgaaca
ccecgetgeg
ctctagggac‘
ttcagcagtg
cagtggaggt
tggggtgggg

acgtggtctc
tggagggcac
aggtcattac
tgaagaaatg
tcatctactc
acctggeegt
gtgggctgaa
ttttccgatt

ccctcctgaa

tgcccactta
ttaagctgac
tcttcatcat
tcattgeect
agctgcagtg
aggccttecg

gcaggtggtg

tcatcaacga

tgggccgect
agaactcgaa
atggccacca
tgcagcccag
ccttctgggg

gccagggagg

gctcecggec

ctacctgtgt
accgcegtac
gctcttcact
ccctggagtg
tgtcctggtg
gafggtcttt
gctgacgggg
cctgctegtce
ccegtgtgec
ccectegtge
catcggcatg
cctgctggty
catgggcgag
ggccaccacc
ctctggggag
cttcagggtg
ggacccgggce
ccgcagggat
cccggacgag
gcagggttac
ccccagette
tgtcccccca
cccecaggacc

acctgtcttg
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Thr Pro Gly Gly Glu Ala Phe Pro
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u Gly Glu Asp Gly Ser Leu Ser
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Pro
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Pro

Gly
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‘Leu
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Thr Glu
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180
Pro
val
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Ile
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Thr
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Met
Pro
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Arg

Thr
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Ile
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Tyr
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Arg
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Asn
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Ile
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Leu
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Ser
Leu
ser
Arg

Gln
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Thr

Phe
615
Ala
Glu
Ser
Gly
Phe
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Leu
Lys
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Arg
775
Asn
Tyr
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Gly
Arg
Leu
ASp
Glu
Met
680
Ile

Asn

Glu

Glu
760
Trp
Leu
Tyr
Ser
Glu
840

His
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Met
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Gly
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val

825

val

Gln
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Thr
650
Phe
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Leu
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Arg
val
Phe
Ile
Phe
810
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val

Gin

Leu

Leu
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Asn

Ser
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Ile
715
His
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Thr
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Ile
795
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Pro

val

Gly
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Leu
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Thr
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Leu
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Pro
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670
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Tyr
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Leu
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Pro

655

Leu
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- 735

val
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Glu
Asp
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830
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Thr
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Ile
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Asn
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Arg

Leu

Met

Trp
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850 - . 855

865

<210>
<211>

<212> -

<213>

<220>
<223>

<400>

Arg Thr Asp Asp Ala Pro Leu
870

3.

25

DNA :
Artificial Sequence

TRPV4 mouse SiRNAL
3

agaagcagca ggucguacau culgg

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

<220>
<223>

<400>

4
25

DNA

Artificial sequence

TRPV4 mouse SiRNA3
4

aaacuuggug uucucucggg uguug

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

<220>
<223>

<400>

5

25

DNA
Artificial Sequence
TRPV4 human siRNAL

5 .

ggggaagagg cgggcacacu ugagc

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

<220>
<223>

<400>

6

25

DNA

Artificial Sequence

TRPV4 human S1RNA3
6

gcaggucgua caucuuggua acaaa
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