
Genome Network Proiect_Full― Length cDNA clone

RIKEN clone ID:IRAL041 016
Vector:pDNR― LIB               G

Accession

● Plasmid DNA purification

Date :  |l θtt Cら     Culture :LB(25 ug/ml Chloramphenicol) 10 ml →37°C O/N

Date i tiθ ttGし     PurifiCation i QIAGEN Miniprep kit‐ →dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca‖ bration

Date:[l θ LI εら

DNA concentration(0.D.): 2Clし 、37 ng/ul

DNA                        O、 5 ul

Enzyme(EcoRI+XhoI) 0.5+0 5 ul

Buffer H

dH20 ワ_r9 ul

lu
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Total

Erectrophoresis: 1%agarose gel,

Ladder(NEB#N3200L)

4.0

← 12

10 ul

l X ttAE Buffer
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●Attust plasmid DNA
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〈Expected dige stion pattern from BC036007.1〉

solution to 25 ng/ul ―preparation for shipping～

Shipped i 25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(29し、う17 ng/ul) gJ.θ  ul
10 X TE /′′、多 u

dH20                 gノ ノ、7 u

u丁otal
/′′717
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ISamp:el:RAL041 016_T7.C06_11040810MP
IResu:t ::RAL041 016_T7.C06_11040810MP
|
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BC036007 vs IRAL041016 T7.C06 11040810MP  A■ ignment

[ GENETYX : Homology Data ]

Date : 2011.04.08

2011/04/08 15:49:21

Query SequencO
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence Size

BC036007
1792

1RAL041016 T7.C06 ■1040810MP
IRAL04■ 0■ 6 T7.C06 1■ 040810MP
475

Unit Size to Compare = 6
Pick up Location No. = 1

Query Range: 1 - 339
Sbjct Range: ■37 - 475
339 bp′  INToScore: 1356′  OPT,SCOre: 1356
1dentity: 339 / 339 (■ 002)
Strand: P■ us / Plus

ouery  l    AGTCTACATG AAAAGGATGG TTTCTTGGAG CTTCCACAAA CTTAAAACCA TGAAACATCT  60
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  ■37  AGTCTACATG AAAAGGATGG TTTCTTGGAC CTTCCACAAA CTTAAAACCA TGAAACATCT  196

Query  61   ATTATTGCTA CTATTGTGTG TTTTTCTAGT TAAGTCCCAA GGTGTCAACG ACAATGAGGA  120
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  197  ATTATTGCTA CTATTGTGTG TTTTTCTAGT TAAGTCCCAA GGTGTCAACG ACAATGAGGA  256

Query  ■21  GGGTTTCTTC AGTCCCCGTG GTCATCGACC CCTTGACAAG AAGAGAGAAG AGGCTTTGCT  180
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbjct  257  GGGTTTCTTC AGTCCCCGTG GTCATCGACC CCTTGACAAG AAGAGAGAAG AGGCTTTGCT  3■ 6

Query  181  ACAACAGGAA AGGCCAATCA GAAATAGTGT TGATCAGTTA AATAACAATG TGGAAGCTGT  240
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbj ct  317  ACAACAGGAA AGGCCAATCA GAAATAGTGT TGATGAGTTA AATAACAATG TGGAAGCTGT  376

Query  241  TTCCCAGACC TCrTCTTCTT CCTTTCAGTA CATGTATTTG CTGAAAGACC TGTGGCAAAA  300
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbjct1 377  TTCCCAGACC TCCTCTTCTT CCTTTCAGTA CATGTATTTG CTGAAAGACC TGTGGCAAAA  436

Query  301  GAGGCAGAAG CAAGTAAAAG ATAATGAAAA TGTAGTCAA  339
1111111111 1111111111 1111111111 111111111

sbj ct  437  GAGGCAGAAG CAAGTAAAAG ATAATGAAAA TGTAGTCAA  475

1



BC036007 vs IRAL041016 M13reverse.D06 11040810MP  A■ i gIIment

[ GENETYX : Homo■ ogy Data ]

Date : 20■ 1.04.08

Query Sequence
Fi■ e Name       :
Sequence Name    : BC036007
Sequence Size    :‐ 1792

Target Sequence
File Name        : 工RAL041016 M13reverse.D06 11040810MP
Sequence Name    : IRAL041016_M13reverse.D06 11040810MP (COmp■ ement)
Sequence Size    : 702

Unit Size to Compare = 6
Pick up Location No. = 1

2011/04/08 15:39:29

Query Range: 1■ 64 - 1792
Sbjct Range: 1 - 630
630 bp′  INT.Score: 2198′  OPT.Score:
Identity: 623 / 630 (982)
strand: P■ us / 1VIinus

Query  l164  GATACTACTG GGGTGGACAG
IIIIIIIIII IIIIIIIIII

Sbjct  l     GATACTACTG GGGTGGACAG

Query  1224  TAGTATGGAT GAATTGGAAG
IIIIIIIIII IIIIIIIIII

Sbjct  61    TAGTATGGAT GAATTGGAAG

Query  1284  GGCCCTTCTT CCCACAGCAA
IIIIIIIIII IIIIIIIIII

Sbj ct  121   GGCCCTTCTT CCCACAGCAA

Query  ■344  AACATTTTTG TACATTATGT
IIIIIIIIII  IIIIIIIIII

sbjct  181   AACATTTTTG TACATTATGT

Query  1404  CTCAAGCAGA CGTGAGTGTG
IIIIIII I IIIIIIIIII

Sbj ct  241   TTCAAGCAAA CGTGAGTGTG

Query  1464  CACATGATTT TCTTTTGTTT
IIIIIIIIII  IIIIIIIIII

Sbjct  30■    CACATGATTT TCTTTTGTTT

Query  1524  GTTTTGACAG AGTTGGTGTT
IIIIIIIIII IIIIIIIIII

sbj ct  361   GTTTTGACAG AGTTGGTGTT

Query  1584  AGGAAGAGGG GTCTTTTATC
IIIIIIIIII  IIIIIIIIII

sbjct  421   AGGAAGAGGG GTCTTTTATC

Query  1644  TTTAAAAGTC CACTTTTAAA
IIIIIIIIII IIIIIIIIII

sbj ct  481   TTTAAAAGTC CACTTTTAAA

Query  1703  CAAAAAGATT TATTAATTAA
IIIIII III  IIIIIIIIII

Sbjct  541   CAAAAAAATT TATTAATTAA

Query  17 63  T…  
…|||||||||| ||||||||||

sbj ct  601   T…  AAAAAAAAAA

2468

TACACCTGGG
IIIIIIIIII
TACACCTGGG

GGGTCATGGT
IIIIIIIIII
GGGTCATGGT

TAGTCCCCAA
IIIIIIIIII
TAGTCCCCAA

TATTGGAATT
IIIIIIIIII
TATTGGAATT

ACTTTTTGA_A
IIIIIIIIII
ACTTTTTGAA

TCTTCACTTC
IIIIIIIII
TCTTCACTTT

CATAATTTCA
IIIIIIIIII
CATAATTTCA

CTTGTCGTAG
IIIIIIIIII
CTTGTCGTAG

AC― TATATTT
II IIIIIII
ACATATATTT

ACCAGCCTCT
IIIIIIIIII
ACCAGCCTCT

―

IIIIIIIIII
¨

ACATGGC螂
||||||||||
ACATGGCAAA

ACTCAATGAG
IIIIIIIIII
ACTCAATGAG

TACGTAGATT
IIIIIIIIII
TACGTAGATT

TTCTTTCATA
IIIIIIIIII
TTCTTTCATA

…
GTATAG

IIIIIIIIII
AAAAGTATAG

TCTTGCTCAC
IIIIIIIIII
TCTTCCTCAC

GTTCTAGTTG
III IIIIII
GTTTTAGTTG

GλttnCcATG
IIIIIIIIII
GmCCATG

ATTTATGTAG
III IIIIII
ATTAATGTAG

GTTGCAATAA
IIIIIIIIII
GTTGCAATAA

1792

630

GCATGGCACA
IIIIIIIIII
GCATGGCACA

GAAGATGAGT
IIIIIIIIII
GAAGATGAGT

TTTCCTCTTC
IIIIIIIIII
TTTGCTCTTC

CATTATATTC
IIIIIIIIII
CATTATATTC

GATAAATTAC
IIIIIIIIII
GATAAATTAC

CAAGAAGTAA
IIIIIIIIII
CAAGAAGTAA

ATTGCGAGAA
IIIIIIIIII
ATTGCGAGAA

ACGGAAAGGA
IIIIIIIIII
ACGGAAAGGA

GATCTGTCAA
IIIIIIIIII
GATCTGTCAA

―

IIIIIIIIII
¨

GATCATGGTG  1223
1111111111
GATGATGGTG  60

ATGAAGATCA  ■283
1111111111
ATGAAGATCA  120

TGTATGTCAC  1343
1111111111
TGTATGTGAC  180

CTCTAFMCT  1403
1111111111
CTCTAAAACT  240

ATTAAAATAG  14 63
1111111111
ATTAAAATAG  300

CAAAAGTATA  1523
1111111111
CAAAAGTATA  360

TTTTCAAATA  1583
1111111111
TTTTCAAATA  420

AAAACTGATG  1643
1111111111

…
CTGATG 480

AGAAAACTTC  1702
1111111111
AGんりACTTC 540

An♂ピゴv唖、先AA  17 62
1 1 1 1 1 1 1 1 1 1

AA3♂♂ピgvv響  ヽ 600
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