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CLONED HUMAN AQP2 GENE SEQUENCE
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[Fig. 5]
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(Fig. 11]

AQP2/Sf9 lysate (Dilution Ratio)
1458K 486K 162K 54K 18K 6K 2K

10 1 f i f ] i i
AQP2/Trx
1
o]
- AQP2/S19
-
O
0.1
0‘01 i ! i i £ H H
001 004 012 037 111 333 10
hAQP2/Trx (ng/mL)
[Fig. 12]
DILUTION RATIO
X27 X9 X3 X1
10
1
o
)
<
i
e
0.1
0.01

001 004 012 037 111 333 10

hAQP2/Trx conc. (pg/mL)



8/10

[Fig.13]
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(Fig. 15]
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(Fig. 16]
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SEQUENCE LISTING

<110> OTSUKA PHARMACEUTICAL CO., LTD.
<110> NATIONAL UNIVERSITY CORPORATION TOKYO MEDICAL AND DENTAL UNIVERSITY

<120> Method for pre—treating of biological sample cintaining a protein
<130> P12-114

<150> JP 2011-176272
<151> 2011-08-11

<160> 5

<{170> Patentln version 3.4

<2100 1

211> 271

<212> PRT

<213> Homo sapiens

<400> 1

Met Trp Glu Leu Arg Ser lle Ala Phe Ser Arg Ala Val Phe Ala Glu
1 5 10 15

Phe Leu Ala Thr Leu Leu Phe Val Phe Phe Gly Leu Gly Ser Ala Leu
20 25 30

Asn Trp Pro Gin Ala Leu Pro Ser Val Leu Gin lle Ala Met Ala Phe
35 40 45

Gly Leu Gly lle Gly Thr Leu Val GIn Ala Leu Gly His lle Ser Gly
50 55 60

Ala His lle Asn Pro Ala Val Thr Val Ala Cys Leu Val Gly Cys His
65 70 75 80

Val Ser Val Leu Arg Ala Ala Phe Tyr Val Ala Ala GIn Leu Leu Gly
85 90 95

Ala Val Ala Gly Ala Ala Leu Leu His Glu lle Thr Pro Ala Asp lle
100 105 110

Arg Gly Asp Leu Ala Val Asn Ala Leu Ser Asn Ser Thr Thr Ala Gly
115 120 125

Gin Ala Val Thr Val Glu Leu Phe Leu Thr Leu Gln Leu Val Leu Cys
130 135 140

lle Phe Ala Ser Thr Asp Glu Arg Arg Gly Glu Asn Pro Gly Thr Pro
145 150 155 160
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Ala Leu Ser lle Gly Phe Ser Val Ala Leu Gly His Leu Leu Gly lle
165 170 175

His Tyr Thr Gly Cys Ser Met Asn Pro Ala Cys Ser Leu Ala Pro Ala
180 185 190

Val Val Thr Gly Lys Phe Asp Asp His Trp Val Phe Trp lle Gly Pro
195 200 205

Leu Val Gly Ala Ile Leu Gly Ser Leu Leu Tyr Asn Tyr Val Leu Phe
210 215 220

Pro Pro Ala Lys Ser Leu Ser Glu Arg Leu Ala Val Leu Lys Gly Leu
225 230 235 240

Glu Pro Asp Thr Asp Trp Glu Glu Arg Glu Val Arg Arg Arg Gin Ser
245 250 255

Val Glu Leu His Ser Pro Gin Ser Leu Pro Arg Gly Thr Lys Ala
260 265 270

210> 2
<211> 30
<212> DNA
<213> Artificial

<2205
223> Forward primer (hAQP2N-F)

<400> 2
gggeatgecat gtgggagetc cgotccatag 30

210> 3
211> 22
<212> DNA
<213> Artificial

<220>
<223> Reverse primer (hAQP2N-R)

<400> 3
cgtagttgta gaggagggag cc 22

<210> 4
211> 22
<212> DNA
<213> Artificial

<220>
<223> Forward primer (hAQP2C-F)

<400> 4
ccctgetete tecatagget te 22



<210> 5
211> 29
<212> DNA
<213> Artificial

{220>
<223> Reverse primer (hAQP2C~R)

<400> 5
ccaagctttc aggecttggt acceegtgg
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