
Genome Network ProieCLEntry cione

RIKEN_clone ID:M010008M03
Vectori pDONR221

Accession

● Plasrnid DNA purittcation

Date: |10午 18     Culture:LB(25 ug/ml Kanamycin) 3 ml ‐→37°C O/N

Date: tl θ tttq    Pu百■catiOn:QIAGEN Miniprep kit中→dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca‖ bration

Date:  1ヽ011‐ tq
DNA concentration(0.D.):  S2、

170  ng/ul

DNA                            l ul

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

BufFer H                          l ul

dH20 7 ul

丁ota:

Erectrophoresis: 1%agarose gel, lX

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion pattern from AK126818.l CDS〉

2牛 J夕 3θθ′ 2263 bp

●Attust plasmid DNA so:u■ on to 25 ng/ul ～preparaJon for shipping～

Date://θケ2λ  shipped:25 ng/u!,40 ul

Fina!concentration:25 ng/ul

DNA(区 2ヽ170 ng/ul) 8争∂
10 X ttE 278
dH20                         /ζ / /

27′ア、7



Prolect:GNP

Sample:M01C008M03_M13.C05_11042112C2

Resu:t :M01C008M03 M13.C05 11042112C2

|

Operator: 1.110421.furul

:nstrumenti System l(Ver.9,0.25)|

System:System l
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IProiect:GNP                                                                                                   'System i System 1                                 0peratoF:1.110421.furul

lnstrument:System l(Ver.9,0.25)|ISamp:e:Mo1 0008M03_T7:ong.D05_11042112C2

Analyzed Data    ″ttし■
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AK126818 CDS(612..869)vs M01C008M03 M■ 3.C05 11042112C2  A■ ignment

[ GENETYX : Homology Data ]

Date : 2011.04.22

2011/04/22 10120,27

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
sequence Si7e

AK126818 CDS(612..869)
258

M01C0081403 M13.C05 110'421■ 2C2
M01C008M03 M13,C05 11042112C2
466

Unit Size to Compare = 6
Pick up LOcation No. = 1                                '

Query Range: ■ - 254
Sbjct Range: ■27 - 388
262 bp′  INT.Score: 358′  OPT.Score: 824
工dentity: 234 / 262 (89老 )

Strand: P■ tl s / Plus                      ,

Query  l    ATGAGCATTC AACAGTaCTG GGATGGGTC7G GGTGGGGGTA GGGGGCTCAC CAACAGAACT  60
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  127  ATGAGCATTC A_ACAGTACTG GGATCGGTGG GGTCGGGGTA GGGGGCTCAC CAACAGAACT  ■86

Query  61   GGCCAGTTGA CATTGCCTGA AAAGGCACCA C― CTT― TAAG GGCCAGTTGT GGGGTTGGTA  l■ 8
1111111 11 1111111111 1111111111 1 111 1111 1111111111 1111111111

Sbj ct  187  GGCCAGTAGA CATTGCCTGA AAAGGCACCA CACTTATAAG GGCCAGTTGT GGC7GTTGGTA  246

0uery  l19  AGCACAGTTA TGAAAAT― TT CTAT― CTACC CTCCGTTTTG AATGGTTTTA AGAAATTTTG  176
11111111 1 1111111     1111 11111 1111111  1 1111111111 111111    1

Sbjct  247  ACCACAGTAA TGAAAATAAA cTATACTAGC CTCCGTTAAG AATGGTTTTA AGAAATAAAG  3o6

Query  ■77  TATATGGAGG ATGGAAATGC TTATATATTT ATTGAAAATC CTT― ―――TTA TTTGAAATTA  232

1111111111 1111111111 1 111111    11 1111111 111     11  1 1 1 1111
sb」 ct  307  TATATGGAGG ATGGAAATGC TAATATATAA ATAGAAAATC CTTATAATTT TATTATATTA  366

Query  233  AAATTATTTG GTATATAATT GT  254
1111111  1 111111111  11

sbj ct  367  AAATTATAAG GTATATAATA GT  388
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AK126818_CDS(612..8o9)vs M01C008M03_T7■ ong.D05_11042112C2  A■ ignment       2011/04/22 10:24:07

[ GENETYX : Homology Data ]

Date : 2011.04.22                                                                           .

lQuery Sequenqe

Fi■ e Name       :
Sequence Nane    : AK126818 CDS(612..869)                ′

Sequence Size    1 258

Target Sequence
Fi■ e Neme        : M01C008M03_T71ongoD05_■ 10421■ 2C2
Sequence Name    : M01C008M03_T7■ ongoD05_11042112C2 (comp■ ement)
Sequence size    : 649

Unit Size to c6mpare = 6
Pick up Location No. = 1

Query Range: ■ - 255
Sbjct Range: 276 - 538
263 bp′  INT.Score: 508′  OPToScore: 870
1dentity: 246 / 263 (93λ )

Strand: Plus / Minus

Ouery  l    ATCAGCATTC AACAGTACTG GGATGGGTGG GGTGGGGGTA GGGGGCTCAC CAACAGAACT  60
1111111111  111111111 1111111111 1111111111 1111111111 1111111111

sbj ct  276  ATGAGCATTC TACAGTACTG GGATCC7GTGG GGTCGGGGTA GGGGGCTCAC CAACAGAACT  335

Query  61   GGCCAGTTGA CATTCCCTGA AAAGGCACCA CCTTTAAGGG CCAGTTGTGG GGTTCGTAAG  ■20
1111111111 1111111111 1 11111111 1111111111 1111111111 1111111111

Sb」 ct  336  GGCCAGTTGA CATTGCCTGA ATAGGCACCA CCTTTA_2GGG CCAGTTGTCG GGTTGGTAAG  395

Query  ■2■  CACAGTTATG ―AAMTTTCT ATCTAGCCTC CG― TTTTCAA TGGTTTTAAG AAATTTTGTA  178
1111111111  1 111111 1111111111 11 11111 1 1111111 11 1111111111

Sbj ct  396  CACAGTTATG TTATATTTCT ATCTACCCTC CGTTTTTGTA TCGTTTTTAG AAATTTTGTA  455

Query  ■79  TATG― GAG― G ATG― GAAATC CTTATATATT TATTG― AAAA TCCTTTTATT TG―AAATTA-  232
1111 111    111 11 111 1111111111 11111 1111 1111111111 11 111111

Sbjct  456 TヽATGTGAGTT ATGTGATATG CTTATATATT TATTGTAAAA TCCTTTTATT・ TGTAAATTAT  515

Query  233  AAATTATTTG GTATATAATT GTT  255
1111111111 111111 111 111

Sbjct  516  AAATTATTTG GTATATTATT GTT  538
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