
Genome Network Pro」 ectEntry clone

RIKEN clone ID:W01A058H22
Vector:pENttR/D―丁OPO            Gene

Accession No.

● Plasmid DNA purification

Date i t(Ollワ

Date: l10i tS

●Digestion by restriction enzyme/Concentrarion calibration

Date: t10 1tS
DNA concentration(0.D):  i O tj、 12  ng/ul

DNA

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

Puri■cation:QIAGEN Miniprep kit―dH20 100 ul

t  ul

Restriction enzyme(Noti+BssH Ⅱ)   0.5+0 5 ul

Buffer H l ul

7 ul

Total 10 ul

l%agarose gel,l X ttAE BufferErectrophoresls:

Markeri2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion pattern from BC017304.2 CDS〉

1192.2111.lp.… ………………………………………………………………………

●A司 ust plasmid DNA solution to 25 ng/ul ～preparation for shipping～

Date i //`フ //タ Shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(106、 12 ng/ul) gJ θ  ul

10× 丁E 」び̀ /   ul
2」夕.′ア  ul

1.2718
240..1541

dH20

Total 3び′.S  ul



P『oJect:GNP

Samp:e:W01A058H22_M13.C08_11011910G7
Resu:t :W01A058H22 M13.C08 11011910G7

System:CEQ System

Ana:yzed Data

Anaiyzed Data

TOCい 00cciCCCCC CTCCOCAA● TOCCT00A CACC● OCA TOAA GAA●
7ACATCATCATCTCCCACOA●

OCC● T00A● OA OA● ∝ GO● CCT"A TCA ACC● OA AOA A3A● TOA AC0 0ACAC∞ AC TC/AOCOCTC● CA O TCCA●
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System:CEQ System Operator:2.110119.furu

h針則me籠 :CEQ Sydem Ⅳ針.aa2ol

Anaiyzed Data
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BC017304.2 CDS(240..1541)

[ GENETYX : Homology Data ]

Date : 2011.01,19

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence Size

BC017304.2 CDS(240..■ 541)
1302

W01A058H22 M13.C08 11011910G7
W01A058H22 M13.C08 110119■ OG7
7■ 7

AGCTGGAACC
IIIIIIIIII
AGCTGGAACC

AGTGTCAACG
IIIIIIIIII
AGTGTCAACG

GCCACTGGCT
IIIIIIIIII
GCCACTGGCT

GCCATGAAAC
IIIIIIIIII
GCCATGAAAC

CGGAAGACCC
IIIIIIIIII
CGGAAGACCC

AAGAAGGAGA
IIIIIIIIII
AAGAAGGAGA

AAGAAAAGTG
IIIIIIIIII
AAGAAAAGTG

CGGATGATGA
IIIIIIIIII
CGGATGATGA

CATTTCAAGA
IIIIIIIIII
CATTTCAAGA

vs W01A058H22 M13.C08 11011910G7  A■ ignmettt 2011/01/■ 9 14:55:47

Un■ t Size to Compare
Pick up Location No.

Query Range: 2 - 546
Sbjct Range: 172 - 717
546 bp′  INT.Score: 2074′  OPT.Score: 2150
工dentity: 541 / 546 (992)
Strand: P■ us / Plus

一一　

〓

Query  2    TCGAGGTGAG ACCCAAAGAA
IIIIIIIIII IIIIIIIIII

sbjct  172  TGGAGGTGAG ACCCAAAGAA

Query  62   AGTCTGTTCC TGGAAAGCCC
IIIIIIIIII IIIIIIIIII

Sbj ct  232  AGTCTGTTCC TGGAAAGCCC

ouery  122  GCCGTGTATG TGGGGACAAG
IIIIIIIIII IIIIIIIIII

sbj ct  292  GCCGTGTATG TGGGGACAAG

Query  ■82  GCAAGGGCTT TTTCAGGAGG
IIIIIIIIII IIIIIIIIII

Sbjct  352  GCAAGGGCTT TTTCAGGAGG

Query  242  AGGGCGCCTG CGAGATCACC
IIIIIIIIII IIIIIIIIII

sbjct  412  AGGGCGCCTG CGAGATCACC

Query  302  AGTGCCTGGA GACCGGCATG
IIIIIIIIII IIIIIIIIII

sbjct  472  AGTGCCTGGA GAGCGGCATG

Query  362  GGCGGGCCTT GATCAAGCGG
IIIIIIIIII  IIIIIIIIII

Sbjct  532  GGCGGGCCTT GATCAAGCGG

Query  422  AGGGGCTGAC AGAGGAGCAG
IIIIIIIIII IIIIIIIIII

sb」 ct  592  AGGGGCTGAC AGAGGAGCAG

Query  482  CCTTTGACAC TACCTTCTCC
IIIIIIIIII IIII IIIII

sbj ct  652  CCTTTGACAC TACCCTCTCC

Query  541  TGCGAG  546
.|||||

sbjct  712  NGCGAG  717

ATGCTGACTT
IIIIIIIIII
ATGCTGACTT

CAGATGAGGA
IIIIIIIIII
CAGATGAGGA

ATCACTTC懇
||||||||||
ATCACTTCAA

GCAACGCCCG
IIIIIIIIII
GCAACGCCCG

GGCGACAGTG
IIIIIIIIII
GGCGACAGTG

TGATCATGTC
IIIIIIIIII
TGATCATGTC

AACGGACAGG
IIIIIIIIII
AACGGACAGG

TCAGGGAGCT
IIIIIIIIII
TCAGGGAGCT

ATTTCCGG― C
IIIIIIII I
ATTTCCGGCC

TGTACACTGT
IIIIIIIIII
TGTACACTGT

AGTCGGAGGT
IIIIIIIIII
AGTCGGAGGT

TGTCATGACA
IIIIIIIIII
TGTCATGACA

GCTGAGGTCC
IIIIIIIIII
GCTGAGGTCC

CCAGGCCTGC
IIIIIIIIII
CCAGGCCTGC

CGACGAGGCC
IIIIIIIIII
CGACGAGGCC

GACTCAGCCA
IIIIIIIIII
GACTCAGCCA

GATGGACGCT
IIIIIIIIII
GATGGACGCT

CAGGGGTGCT
IIIIIIIII
CAGGGGTGCC

GAGGACACAG  61
1111111111
GAGGACACAG  231

CCCCAAATCT  121
1111111111
CCCCAAATCT  291

TGTGAAGGAT  181
1111111111
TGTGAAGGAT  351

CCCTTCCGGA  241
1111111111
CCCTTCCGGA  41■

CGCCTGCGCA  301
1111111111
CGCCTGCGCA  471

GTGGAGGAGA  361
1111111111
GTGGAGGAGA  531

CTGGGAGTGC  421
1111111111
CTGGGAGTGC  591

CAGATGAAAA  481
1111111111
CAGATGAAAA  651

TAGCAGTGGC  540
11。 |||||||

TANCAGTGGC  711

1



BC017304。 2 CDS(240..1541)vs W01A058H22 T7■ ong.D08 11011910G7  A■ ignment     2011/01/19 14:56:13

[ GENETYX : Homology Data ]

Date : 2011.01.19

Query Sequence
File Name
Sequence Name
sequence Size

Target Sequence
File Name
sequence Name
Sequence Size

Unit Size to Compare =
Pick up Location No. =

Query Range: 766 - 1302
Sb」 ct Range: 1 - 537
537 bp, INT.Score: 2103′ OPToScore:
工dentity: 532 / 537 (992)
Strand: P■ us / Minus

Query  766   TTTGCCAAAG TCATCTCCTA
IIIII IIII IIIIIIIIII

SbJ Ct  l     TTTGCAAAAG TCATCTCCTA

Query  826   AAGGGGGCCG CTTTCGAGCT
IIIIIIIIII IIIIIIIIII

sbJ ct  61    AAGGGGGCCG CTTTCGAGCT

Query  886   GGAACCTGGG AGTGTGGCCG
IIIIIIIIII IIIIIIIIII

sbjct  121   GGAACCTGGG AGTGTGGCCG

Query  946   CAACTTCTAC TGGAGCCCAT
IIIIIIIIII IIIIIIIIII

sbjct  181   CAACTTCTAC TGGAGCCCAT

Query  1006  GAGGAGGAGT ATGTGCTGAT
IIIIIIIIII  IIIIIIIIII

sbj ct  241   GAGGAGGAGT ATGTGCTGAT

Query  1066  CTCCACCACC GCGTGGTGGA
IIIIIIIIII IIIIIIIIII

sbJct  301   CTGCAGCACC GCGTGGTGGA

Query  l126  ATTGAATGCA ATCGGCCCCA
IIIIIIIIII IIIIIIIIII

sbjct  361   ATTGAATGCA ATCGGCCCCA

Query  l186  CTCACCGAGC TCCGCACCAT
IIIIIIIIII IIIIIIIIII

sbj ct  421   CTCACCGAGC TCCGCAGCAT

ouery  1246  _ATACACCCCT TTGCTACGCC
IIIIIIIIII IIIIIIIIII

sbj ct  481   ATACACCCCT TTGCTACGCC

13C017304.2 CDS(240..1541)
1302

WO■A058H22 T7■ ong.D08 110■ 1910G7
W01A058H22 T7■ ong.D08 11011910G7 (comp■ ement)
698

2121

CTTCAGGGAC
IIIIIIIIII
CTTCAGGGAC

GTGTCAACTG
IIIIIIIIII
GTGTCAACTG

GCTGTCCTAC
IIIIII III
GCTGTCGTAC

GCTGAAATTC
IIIIIIIIII
GCTGAAATTC

GCAGGCCATC
IIIIIIIIII
GCAGGCCATC

CCAGCTCCAG
IIIIIIIIII
CCAGCTGCAG

GCCTGCTCAT
IIIIIIIIII
GCCTGCTCAT

CAATCCTCAG
IIIIIIIIII
CAATGCTCAG

CCTCATGCAG
IIIIIIIIII
CCTCATGCAG

TTGCCCATCG
IIIIIIIIII
TTGCCCATCG

AGATTCAACA
IIIIIIIIII
AGATTCAACA

TCCTTGGAAG
IIIIIIIIII
TGCTTGGAAG

CACTACATGC
IIIIIIIIII
CACTACATGC

TCCCTCTTCT
IIIIIIIIII
TCCCTCTTCT

GACCAATTCG
IIIIIIIIII
GAGCAATTCG

AGGTTCTTGT
IIIIIIIIII
AGGTTCTTGT

CACACCCACC
IIIIIIIIII
CACACCCAGC

GAGTTGTTCG
IIIIIIIIII
GAGTTGTTCG

AGGACCAGAT
.   ||||||

NGACCCACAT

CAGTGTTCAA
IIIIIIIIII
CAGTGTTCAA

ACACTGCAGG
IIIIIIIIII
ACACTGCAGG

TGAAGAACCT
IIIIIIIIII
TGAAGAACCT

CCCCAGACCG
IIIIIIIIII
CCCCAGACCG

CCATTACTCT
IIIIIIIIII
CCATTACTCT

TCCTGAAGAT
IIIIIIIIII
TCCTGAAGAT

GGCTGCTCCG
IIIIIIIIII
GGCTCCTCCG

GCATCACAGG
IIIIIIIIII
GCATCACAGG

CTCCCTGCTG  825
1111111111
CTCCCTGCTG  60

CGCGGAGACT  885
1111111111
CCCGGAGACT  120

TGGCTTCCAG  945
1111111111
TGGCTTCCAG  180

GCAGCTGCAT  ■005
1111111111
GCACCTGCAT  240

CCCAGGTGTG  1065
1111111111
CCCAGGTGTG  300

GAAGTCCTAC  l■ 25
1111111111
GAAGTCCTAC  360

CATGGCTATG  l135
1111111111
CATGGCTATG  420

CATCCAGGAC  1245
1111111111
CATCCAGGAC  480

TAGCTGA  1302
1111111
TAGCTGA  537
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