
GenOme Network ProieCtttntry clone

RIKEN clone ID:W01A002」 18
VectOr:pENttR/D―TOPO

● Plasmid DNA purification

Date: 10122o

Date:(01221

Gene
Access:on No

Culture:LB(25 ug/ml Kanamycin) 3 ml → 37°C O/N

Purification:QIAGEN Miniprep kit― dH20 100 ul

i  ul

● DigestiOn by restriction enzyme/Concentrarion ca‖ bration

Date: 101221
DNA concentration(0.D.):  78、 28  ng/ul

DNA

Restriction enzyme(NotI+BssH Ⅱ)   05+0 5 ul

Buffer H l ul

dH20 7 Ul

丁otal

Erectrophoresis:
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〈Expected digestion pattern from BC032579.l CDS〉

994121011p……………………………………………………………………………

●Attust p:asmid DNA solution to 25 ng/ul ～preparation for shipping～

Date://θ //午 Shipped i 25 ng/ul,40 ul

Final concentration:25 ng/ul

77 θ  ul

2午 7

′午3′ u

DNA(r78.23 ng/ul)

10× TE

dH20

Total 2午′73



System:CEQ SystemPrOJeCt:GNP

Sample:W01A002J18_M13.A10_10122210AM
Result:W01A002J18M13.A10 10122210AM

Operator:2.101222.furul

:nstrument:CEQ System(Ver.9.0.25)|
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Prolect:GNP

Samp:e:W01A002J18_Tl

Resu:t :W01A002J18 T7

System:CEQ System Operator:2.110113.furu

:nstrument:CEQ System(Ver.9.0.25)W01A002J18_T7:ong.B05_110113142M

_T7:6ng.B05_110113142M
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BC032579.l CDS(286..1179)

[ GENETYX : Homo■ ogy Data

Date : 2010.12.24

Query Sequence
File Name
Sequence Name
Sequence Size

Target Sequence
File Name
Sequence Name
Sequence Size

vs W01A002J18 M13.A10 10122210A14  A■ ignment

]

2010/12/24 11:17:55

: BC032579.l CDS(286..1179)
: 894

: WO■ A002」 18 M13.A10 10122210AINl
: W01A002J18 M13.A10 10122210A14
: 745

Un■ t Size to compare
Pick up Location No.

Query Range: 4 - 525
Sbjct Range: 174 - 734
567 bp′  INT.Score: 346′  OPT.Score: 1279
1dentity: 474 / 567 (832)
Strand: Plus / P■ us

Query  4    ATGTCTTATC
IIIIIIIIII

Sbj ct  174  ATGTCTTATC

Query  62   GTATGGACTT
IIIIIIIII

Sbj ct  234  GTATGGACTG

Query  121  GCCACCCCCC
IIIIIIIIII

Sbjct  294  GCCACCCCCC

Query  18■   ―CTGG「AGCA
IIIIIIIII

Sbj ct  354  ACTGGAAGCA

Query  232  GA― GGTGG― C
I IIIII I

Sbjct  414  AAGGGTGGCC

Query  277  -TGGTTT―AA
IIIII II

Sbjct  474  TGGGTTTAAA

Query  328  AATGGAGGTC
IIIIIIIIII

Sbjct  533  AATGGAGGTC

Query  388  AGTTCAGAGA
IIIIIIIIII

Sbj ct  591  AGTTCAGAGA

Query  44■   CCCG―ACCA―
|||| ||||

Sbjct  651  CCCGAACCAT

Query  499  CCACTGTCAG
II    III I

Sbjct  71l  CC― ―CGTC― G

一一　

〓

TTAAG― CAAC CGCCTTACGC AGTCAATGGG
IIIII IIII IIIIIIIIII III。 ||||||

TTAAGACAAC CGCCTTACGC AGTNAATGGG

GCTGCACCCC TCCGTGGG― C TACCCGGGGC
IIIIIIIII IIIIIIII I IIIIIIIII
ACTGCACCCC TCCGTGGGAC TACCCGGGGA

GGAAACAGCG CCGGGAGAGG ACGACGTTCA
IIIIIIIIII II IIIIIII IIIIIIIIII
GGAAACAGCG CCCGGAGAGG ACGACGTTCA

CTGTTTG― CC nAGA―CCCGG TA― CCCAGAC
IIIIIII II IIII IIIII II IIIIII
CTGTTTGCCC AAGACCCCGG TACCCCAGAA

A― CTG― ―AAA ATC― AACTTG ――CCCG― AG―
| |||  |||   || ||||||    |||| ||
ACCTGAAAAA TTCAAACTTG CCCCCGAAGT

GAA― TCG―AA GAG― CT―AAG TG― CCGCC―A
III III  II III II III II  IIIII I
GAATTCGAAA GACCCTAAAG TGCCCC.CCAA

AAAACAAAGT GAGACCTGCC AAAAAGAAGA
IIIII IIII IIIIIIIIII   IIIIIIIII
AAAAC― AAGT GAGACCTGCC ―AAAAGAAGA

GTGG―AACAA GTGGCCAATT ―CA― CT―CCC
IIII IIIII IIIIIIIIII   II II III
GTGGAAACAA GTGGCCAATT CCACCTCCCC

TTCCCACCAG CAGTGCTCCT GTGTCTATCT
IIIIIII.|| |   。   |      || | |  |

TTGCCAGNAG CCAGNGCCTC CCGTGTCTAT

ATCCCTTGTC CACCTCC  525
1111   1  1     11 1
ATCCTGTCAC TCTCTAC  734

―CTGAGTCTG
IIIIII。 ||
ACTGAGTNTG

CCTGGGCTTC
IIIIIIIIII
CCTGGGCTTC

CTCGGGCGCA
IIIIII III
CTCGGGAGCA

A― TCTTCA― T
I IIIIII I
ATTCTTCATT

TCGA― ―GGGT
IIII  IIII
TCGAGGGGGT

ACAACAG― CA
IIIIIII II
ACAACAGCCA

CATCTCCAGC
IIIIIIIIII
CATCTCCACC

CCCTCTAGC―
||||||||.
CCCTCTAGNA

GGAGCCCAGC
I    II II
CGGAGCCCGC

ACCACTTCGG  6■
||||||||||
ACCACTTCGG  233

TTGTCCCGCA  120
1111111111
TTGTCCCGCA  293

GCTAGATGTG  180
1111111111
GCTAGATGTG  353

G― CGAGA― ―G  231
1 11111  1
GACGAGAGGG  413

GCA― ―GGTA-  276
111   1111
GCAGGGGTAT  473

ACAACAGCAG  327
11111  1111
ACAAC― GCAG  532

TCGGGAAGTG  387
1111111111
TCGGGAAGTG  590

-ACCTCAG― T  440
1111111 1
AACCTCAGTT  650

TTCCATCTCC  498
1 1111111
CTTCATCTCC  710

1



BC03257Cl.■  CDS(286..1179)vs W01A002」 18 17■ Ong.B05 110113142M  A]_ignmenし      2011/01/17 09:23:43

[ GENETYX : Homo■ ogy Data ]

Date : 2011.01.17

Query Sequence
File Name       :
Sequence Name    : BC032579.l CDS(286..1179)
Sequence Size    : 394

■arget Scouence
rile NalTle        : W01A002」18_T7■ ong.B05_1101■ 3142M
Sequence Name    : W01A002」 18 T7■ ong.B05 110113142M (complement)
Sequence Size    : 763

Unit Size tl―  Comoare = 6
Pick uo Locatiorl Nc. = 上

Ql■ ery Range: 286 - 394
SbJCt Range: ■ - 605
609 bpメ  INT.Score: 2296′  OPT.Sccre1 2357
1dentity: 602 / 609 (98=)
Strand: P■ us / Minus

Query  286  AATCGtt‐ GAG CTAAGTGCCG CCAACAACAG CAACAACAGC AGAATGGAGG TCAAAACAAA  345
11111 1111 11 1111111 11 1111111  .|||||||| |||||||||| ||||||llil

SbJ Ct  i    3ATCG― AGAC CT― AGTGCCC CC― AC「ACAG ―NACAACAGC AGFATGGAGG TCAAAAC3AA  56

Query  346  GTGACACCTG CCAAAAAGAA GACATCTCCA CCTCGGGAAG TGAGTTCAGA GAGTCGAACA  405
1111111111 1111111111 1111111111 1111111 11 1111111111 111111 111

sbl ct  57   GTGAGACCTC CCAAAAAG「 A CACATCTCCA GCTCGGGGAG TGAGTTCAGA GAGTGGGACA  l16

Query  406  AGTCGCCAAT TCACTCCCCC CTCTACCACC TCAGTCCCGA CCATTGCCAC CACCAGTCCT  465
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  l17  AGTGGCCAAT TCACTCCCCC CTCTACCACC TCAGTCCCGA CCATTCCCAG CACCAGTCCT  176

Ql」 ery  466  CCTGTGTCTA TCTCGACCCC AGCTTCCATC TCCCCACTGT CAGATCCCTT GTCCACCTCC  525
1111111111 1111111111 1111111111 1111111111 111:|||||| ||||||||||

sbjct  177  CCTGTGTCTA TCTGGAGCCC AGCTTCCATC TCCCCACTGT CACATCCCTT GTCCACCTCC  236

Querv  526  TCTTCCTCCA TGCAGACGTC CTATCCCATG ACCTATACTC AGGCTTCAGG TTATAGTCAA  585
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sb」 ct  237  TcTTcCTCCA TCCAGAGGTC CTATCCCATC ACCTATACTC AGGCTTCAGG TTATAGTCAA  296

Qlie ry  586  1.GATATGCTG GCTCAACTTC CTACTTTGGG GGCATGGACT GTCGATCATA TTTCACCCCT  645
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbict  297  GGATATGCTC GCTCAACTTC CTACTTTGGG GCCATGGACT GTC_‐ ATCATA TTTCACCCCT  356

Query  646  ATGCATCACC AGCTTCCCGG ACCAGGGGCC ACACTCAGTC CCATGGGTAC CAATGCAGTC  705
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbict  357  ATGCATCACC AGCTTCCCGG ACCAGGGGCC ACACTCAGTC CCATCGGTAC CAATCCAGTC  416

ouery  706  ACCACCCATC TCAATCAGTC CCCACCTTCT CTTTCCACCC AGGGATATGG AGCTTCAAGC  765
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbj ct  417  ACCACCCATC TCAATCAGTC CCCAGCTTCT CTTTCCACCC ACCCATATGC AGCTTCAAGC  476

Querv  766  TTGGGTTTTA ACTCAACCAC TCATTCCTTC GATTATAAGG ACCAAACTCC CTCCTCGAAG  825
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbj ct  477  TT_~GGTTTTA ACTCAACCAC TGATTGCTTG GATTATAAGG ACCAAACTCC CTCCTGCAAG  536

Quel‐ y  826  CTTFACTTCA ATGCTCACTG CTTGGATTAT AAAGATCAGA CATCCTCGTG GAAATTCCAC  885
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbjct  537  CTTAACTTCA ATCCTGACTC CTTGGATTAT AFACATCACA CATCCTCGTG GAFATTCCAG  596

Query  886  GTTTTGTGA  394
111111111

sbl ct  597  GTTTTGTGA  605

1


