
Genome Network PrdeCtEntry clone

RIKEN clone ID:M01C003B02
Vectori pDONR221

Accession

● Plasmid DNA purittcation

Date://θ J/ι   cutture:LB(25 ug/mi Kanamydn)3 ml→ 37°CO/N

Date://θ 5ノ
′
フ  Purilcation:QIAGEN Miniprep‖ t→dH20 100 ul

●Digestion by restriction enzyme/Ooncentrarion calibration

Date://′∫ノ7
DNA concentratton(OD.):5/′ 2 ng/ul

DNA                     2 ul
Restriction enzyme(Hinc Ⅱ+EcoR V)   0.5+0.5 ul

Buffer H l ul

g uldH20

丁ota1                             10 ul

Erectrophoresis: 1%agarose gel, l X TAE Buffer

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion pattern from DNA Sequence〉
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●Attust p!asmid DNA soiuJon to 25 ng/ul ～preparaJon for shipping～

Date://ι15ノ 7  shipped:25 ng/ul,40 ul

Final concentrationi25 ng/ul

DNA(夕 3ヽ2 ng/ul) 82、0

10 X ttE ノ6、 名
69、 」

u

dH20

丁otal ′6S_3



System i System l Operator:1.11051

:nstrumenti System l(Ver.9

IResult:M01C003B02_M13.B04_11051814GZ
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Operator:1.110518.furul

lnstrumenti System l(Ver.9.0.25)|

System i System l
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I PrOiect:GNP

ISample:M01C003B02_丁 7:ong.C04_11051814GZ

I Resuit:M01C003B02_T71ong.C04_11051814GZ
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BC026329 vs M01c003B02 ¥13.B04 11051814GZ  Alignment

[ GENETYX : Homology Data ]

Date : 2011.05。 19

2011/05/19 11:28:17

Query Sequence
rile Name
Sequence Name
Sequence Size

Target Sequence
File Name
Sequence Name
Sequence Size

: BC026329
: 3000

: MO■ C003B02 M13.B04 11051814GZ
: M01C003B02 M13.B04 11051814GZ
: 711

Unit Size to Compare = 6
Pick l■p Location No. = 1

Query Range: 85 - 670
Sbjct Range: 125 - 710
587 bp′  INT.Score: 2018′  OPT.SCOre: 2229
1dentity: 570 / 587 (973)

:i:]id:8:・

uSciAii:[:tΥ
オ

[lcTGGACCG CCTTAGGCAA ACTCCTTGAC AAGGTTCAAG CCTACTCAAC  144

Sbjct  125  ↓lC11:き
:[1 

と1と|[[1とき
t :::11と

とと11 1:|:古 ||[1と  11ときllとよ1と きと11と |:11と   184

Query

Sbj ct

145  TGCTGGAGGG AAGGTGTGGC
IIIIIIIIII IIIIIIIIII

185  TGCTGGAGGG AAGGTGTGGC

Query  205  ACCGGTTGAG TCAGCCTGGG
IIIIIIIIII  IIIIIIIIII

Sbjct  245  AGCGGTTGAG TCAGCCTGGG

Query  265  TGGTTGTGAA 3ATGTCTGCT
IIIIIIIIII IIIIIIIIII

Sbjct  305  TGGTTGTGAA AATGTCTGCT

Query  325  CCTGCAGATC ATATTTGTGT
IIIIIIIIII  IIIIIIIIII

Sbjct  365  CCTGCAGATC ATATTTGTGT

Query  385  GATCCGAAAG GAAGAGAAAC
IIIIIIIIII IIIIIIIIII

sbjct  425  GATCCGAAAG GハAGAGAAAC

Query  445  TGGTGTCAAT GTGGACATGC
IIIIIIIIII IIIIIIIIII

Sbjct  485  TGGTGTCAAT GTGGACATGC

Query  505  TGAAGAGCAT GGTAAGGTGA
IIIIIIIIII  IIIIIIIIII

Sbjct  545  TGAAGAGCAT GGTAAGGTGA

Query  565  CCTCTTCAAG TCTATCTTTG
IIIIIIIIII IIIIIIIIII

Sbjct  605  CCTCTTCAAG TCTATCTTTG

TGTCAGTACT TTTCATTTTC CGAATCCTGC TGCTGGGGAC  204
1111111111 1111111111 1111111111 1111111111
TGTCAGTACT TTTCATTTTC CGAATCCTCC TGCTGGGGAC  244

GAGATGAGCA GTCTGCCTTT CGTTGTAACA CTCAGCAACC  264
1111111111 1111111111 1111111111 1111111111
GAGATGAGCA GTCTGCCTTT CGTTGTAACA CTCAGCAACC  304

ATGACAAGTC TTTCCCAATC TCTCATGTCC GCTTCTGGGT  324
1111111111 1111111111 1111111111 1111111111
ATGACAAGTC TTTCCCAATC TCTCATGTCC GCTTCTGGGT  364

CTGTACCCAC ACTCTTGTAC CTGGCTCATG TGTTCTATGT  384
1111111111 1111111111 1111111111 1111111111
CTGTACCCAC ACTCTTGTAC CTGGCTCATG TGTTCTATGT  424

TGAACAAGAA AGAGGAAGAA CTCAAGGTTG CCCAAACTGA  444
1111111111 1111111111 1111111111 1111111111
TGAACAAGAA AGAGGAAGAA CTCAAGGTTC CCCAAACTGA  484

ACTTGAACCA GATTGAGATA AAG■ AGTTCA AGTACGGTAT  504
1111111111 111 111111 1111111111 1111111111
ACTTGAAGCA GATAGAGATA 3_AGAAGTTCA AGTACGGTAT  544

AAATCCGAGG GGGGTTCCTC CGAACCTACA TCATCAGTAT  564
1111111111 11111 1111 11111 1111 1111111111
AAATGCGAGG GGGGTGGCTG CGAACATACA TCATCAGTAT  604

AGGTGGCCTT CTTCCTGATC CAG― TGGTAC ATCTATGGAT  623
11111  1 1   1111111111 111 111111 1111111111
AGGTGCCGTC CTTGCTGATC CAGTTGGTAC ATCTATGGAT  664

Query  624  TCAGCTTGAG TGCTGTTTAC ACTTGCAAAA GAGATCCCTG CCCACAT  670
1111 1111 111111 111 11 1111111 11111 11。 | |||||||

SbJct  665  GCAGCCTGAG TCCTGTGTAC ACATCCAAAA GAGAT― CCNG CCCACAT  710

1



BC026329 vs M01C003B02 T7■ ong.C04 11051814GZ  A■ ignment

[ GENETYX : Homology Data ]

2011/05/19 11:31:21

Date : 2011.05.19

Query Sequen9e
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name

BC026329
3000

M01C003B02 T71ongoC04 ■105■ 8■ 4GZ
M01C003B02 T7■ ongoC04 ■1051814GZ (comp■ ement)

Sequence size    : 529

Un■ t Size to Compare = 6
Pick up Location No. = 1

Query Range: 1107 - 1552
Sbjct Range: 59 - 517
459 bp′  INT.Score: ■246′  OPT.SCOre: 1350
工dentity: 393 / 459 (852)
Strand: P■ us / Minus

QueFy  l107  ATAACCAG― ― AATTC――AAA AAAACTA― GC ―TGC― ―TGGA CATGAATT― A CAGCCACTAG  l157
1 1 1111    1 111  111 1111111 11   111   1 1 11111111 1 1111111111

Sbjct  59    AAACCCAGTA ATTTCAAAAA AAAACTAGGC GTGCATAGAA CATGAATTAA CAGCCACTAG  l18

Query  l158  CCATTGTGGA CCACCGACCT TCAACCAGAG CCAGCAGTCG TGCCAGCAGC AGACCTCGGC  ■217
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  l19   CCATTGTGGA CCAGCGACCT TCAAGCAGAG CCAGCAGTCG TGCCAGCAGC AGACCTCGGC  178

Query  1218  CTGATGACCT CGAGATCTAGI ATACAGGCTT GAAAGCATCA AGATTCCACT CAATTGTGGA  1277
1111111111 11111111111 1111111111 1111111111 1111111111 1111111111

sbj ct  179   CTGATGACCT GGAGATCTAG」
1]昇PCAGGCTT GAAAGCATCA AGATTCCACT CAATTGTGtJA  238

Query  1278  GAAGArm GGTGCTGTAG AAAGTCCACC AGGTGTTAAT TTTGATCCGG TGGAGGTGGT  1337
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbjct  239   GAAGAAAAAA GGTGCTGTAG AAAGTGCACC AGGTGTTAAT TTTGATCCGG TGGAGGTGGT  298

Query  ■338  ACTCAACAGC CTTATTCATG AGGCTTAGAA AACACAAAGA CATTAGAATA CCTAGGTTCA  1397
1111111111 1111111111 1111111111  1111111111 1111111111 1111111111

sbj ct  299   ACTCAACAGC CTTATTCATG AGGCTTAGAA AACACAAAGA CATTAC」 AATA CCTAGC.TTCA  358

Query  1398  CTGGGGGTGT ATGGGGTAGA TGGGTGGAGA GGGAGGGGAT AAGAGAGGTG CATGTTGGTA  ■457
1111111111 1111111111 1111111111 1111111111 1111111111 111 111111

sbj ct  359   CTGGGGGTGT ATGGGGTAGA TGGGTGGAGA GGGAGGGGAT AAGAGAGGTC CATATTGGTA  418

Query  1458  T∃ ピlilGTAG TGGATTCAAA GAACTTAG― A TTATAAATAA GAGTTCCAT―  ――TiCGTGAT  1513
1111    1  11 1  11 11 1 1 111111 11 1 11 1 1   1 11 1

Sbjct  4:leγ
tllq写?Я易£:F TTTCTTGTAC AAAGTTGGCA TTATAAGAAA GCATTGCTTA TCAATTTGTT  478

Query  1514  ACATAGATAA GGGCTTTTTC TCCCCGCAAA CACCCCTA3_  1552
11  11  1 11 1   1 11     1   1 1   1   1 1 1

Sbj ct  479   GCAACGAACA GGTCACTATC AGTCAAAATA AAATCATTA  5■ 7

1


