
Date: t01213

Date:tO 121+

● Digestion by restriction enzyme/Concentrarion ca‖ bration

Date: 10(2 1Lt

Genome Network Pr●eCtEntry clone

RIKEN cione ID:M01C023A23
Vector:pDONR221

Accession

● Plasmid DNA pur面 cation

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

Purittcation i QIAGEN Miniprep kit― dH20 100 ul

DNA concentraJon(0.D.洸  7年 0り  nノ ul

DNA                   ヽ        l  ul

Restriction enzyme(Hinc Ⅱ+EcoRV) 05+0.5 ul

Buffer H

dH20

 ́       丁otal

Erectrophoresis: 1%agarose gel,

Marker12-Log DNA Ladder(NEB#N3200L)
kb

〈Expected digestion pattern from BC022470 1 CDS〉

←ユ3

やα8

lu

7 ul

10 ul

"0001…2201.OP¨Ⅲ………………Ⅲ

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

Date: /′ /2/び    shipped:25 ng/ul,40 ul

Final concentrationi25 ng/ul

DNA(7牲。十ng/ul) ι」.θ 狩

10 X ttE /7.3 -
/∂ 多ス 1≠多≠=´dH20

Total /72」 曇奔撃許  ul



PrOleCt:GNP

Sample:M01C023A23_M13.E03_1012151424
Resu:t :M01C023A23 M13.E03 1012151424

System:CEQ System Operator:2.101215.furu

:nstrument:CEQ System(Ver.9.0.25)
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BC022470.1(CDS 172..687)vs M01C023A23 1413.E03 1012151424  A■ ignment         2010/12/21 15:26:14

[ GENETYX : Homo■ ogy Data ]

Date : 2010.12.21

Query Sequence
File Name       :
Sequence Name    : Bc022470。 1(CDS 172..687)
Sequence Size    : 516

Target Sequence
Fi■ e Name        t lv10■ c023A23 M13.E03 1012■ 5■ 424
Sequence Name    : MO■ C023A23 M13.E03 1012151424
Sequence Size    : 58■

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

Query Range: 1 - 448
Sb」 ct RancTe: 124 - 581
458 bp′  INT.Score: 1156′  OPT.Score: 1655
1dentity: 442 / 458 (963)
Strand: Plus / P■ us

Query  l    ATGGAGCAAG ACAACAGCCC CCAAAAC7ATC CAGTTCACGG TCCCGCTGCT GGAGCCGCAC  60
1111111111 1111111111 1111111111 1111111111 1111111111  1111111111

Sbjct  124  ATGGAGCAAG ACAACACCCC CCAAAAGATC CAGTTCACGG TCCCGCTGCT GGAGCCGCAC  183

Query  61   CTTGACCCCG AGGCGGCGGA GCAGATTCGG AGGCGCCGCC CCACCCCTCC CACCCTCGTG  120
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  ■84  CTTGACCCCG AGGCGGCGGA GCAGATTCGG AGGCGCCGCC CCACCCCTGC CACCCTCGTG  243

Query  121  CTGACCAGTG ACCAGTCATC CCCAGAGATA GATGAAGACC GGATCCCCAA CCCACATCTC  180
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  244  CTGACCAGTG ACCAGTCATC CCCAGAGATA GATGAAGACC GGATCCCCAA CCCACATCTC  303

Query  18■   AAGTCCACTT TGGCAATGTC TCCACGGCAA CGGAAGAAGA TGACAAGGAT CACACCCACA  240
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  304  AAGTCCACTT TGGCAATGTC TCCACGGCAA CGGAAGAAGA TGACAACGAT CACACCCACA  363

Query  241  ATGAAAGAGC TCCAGATGAT GGTTGAACAT CACCTGGGGC AAcAGCAG―C AAGGAGAGGA  299
1111111111 1111111111 1111111111 1111111111 11111111 1  1111111111

Sbjct  364  ATGAAAGAGC TCCAGATGAT GGTTC.A3_CAT CACCTGGGGC AACAGCAGCC AAGGAGAGGA  423

Query  300  ACCTGAGGGG GCCGCTGAGA CCA― CAGGAA CCCAGGAGT―  CCCGCCCACC T― GGGAT― CC  355
1111111111  1111111111 111 111111 111111111   1111111111  1 11111 11

Sbjct  424  ACCTGAGGGG GCCGCTGAGA CCACCAGGAA CCCAGGAGTC CCCGCCCACC TGGGGATCCC  483

Query  356  CAGACACAGA AGTGGAGTCA AGGCTGGGCA CCTCTGGGAC AGC―――AAAA AAAACT― GCA  411
1111111111 11。 ||||||| |||||||||| |||||||||| |||    |||| ||| || |||

Sbj ct  484  CAGACACAGA AGNGGAGTCA AGGCTGGGCA CCTCTGGGAC AGCAAAAAAA AAACCTGGCA  543

Query  412  GAATG―CATC CCTAAAACTC ACGAAAGAGG CAGTAAGG  448
/  1 1 1 1 1  1  1 1  1 1 1 1 1 1 1 1 1 1  1 1 1 1 1 1 1 1  1  1  1 1 1  1 1

Sbj ct  544  GAATGCCTTC CCTAAAACTC ACGAAAGAAG CCGTAGGG  581

1



BC022470.1(CDS 172..687)vs M01C023A23 T7■ ong.A03 110113■ OPY  A■ i grlment

[ GENETYX : Homology Data ]

2011/01/17 09:44:12

Date : 2011.01.■ 7

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Seqtlence
File Name
Sequence Nane
Sequence Size

Unit Size to Compare
Pick up Location Nc.

QueFy Range: 17 - 513
Sb」 Ct Range: 1 - 500
500 bpr INT.Score: 1476′  OPT.Scorel 1913
1dentity: 489 / 500 (97そ )

St.‐ and: P■ us / Minus

Quer‐y  ■7   GccccCAAAA CATCCA― GTT CACCGTCCCG
IIIIII    I .11111 111 1  11111111

Sb」 Ct  l    GCCCCCGTTA NATCCACGTT CCCGGTCCCG

Query  75   GGCGCACCAG ATTCCGAGGC GCCGCCCCAC
I111111111 111 111111 1111111111

Sbict  6■    GGCGGAGCAC ATTGGGAGGC GCCCCCCCAC

Querv  ■35  GTCATCCCCA ―GAGATAGAT Grぽ GゝAccGGA
III1111111  111111111 1111111111

sb」 ct  ■21  GTCATCCCCA GGAGATACAT GAACACCGGA

Query  194  CAATGTCTCC ACGCCAACGG AAGAACATGA
IIIIIIIIII IIIlilllll llllllllll

sb」 ct  131  CAATGTCTCC ACGGCAACGG AAGAAGATGA

Query  254  AGATGATCGT TGAACATCAC CTGGGCCAAC
IIIIIIIIII IIIIIIIIII IIIIIIIIII

sb」 ct  241  AGATGATGGT TCAACATCAC CTGGGGCttAC

Q]■ ery  3■ 4  CTGAGACCAC AGGAACCCAG GAGTCCCGCC
IIIIIIIIII IIIIIIIIII IIIIIIIIII

Sbjct  301  CTCAGAGCAC AGGAACCCAG CAGTCCCGCC

Query  374  CAAGGCTGGG CACCTCTGGG ACAGCAp騨
|||||lllll llllllllll 1111111111

~lb」 ct  361  CAAGGCTGGG CACCTCTGGG ACACCAAAAA

Query  434  3JAGAGGCAG TAAGGAACCC AGCACittAG
IIIIIIIIII II!|llllll llllllllll

sbjct  421  AAAGAGGCAG TAAGGAACCC AGCACAAAAG

Query  494  CCAAGGGAGC CAACTCGGTC  5■ 3
1111111111 1111111111

sbj ct  48■  CCAACGGAGC CAACTCGGTC  500

: BC022470.1(CDS 172..687)
: 516

: M01C023A23 T7■ ong.A03 1101■ 3■ OPY
: 1401C023A23 T7■ ong.A03 110113■ OPY (COmp■ ement)
: 634

一一　

〓

CTGCTGGAGC
.|||||||||

NTCCTGGAGC

CCCTGCCACC
IIIlllllll
CCCTCCCACC

TCCCCAACCC
IIIIIIIIII
TCCCCAACCC

CiAGGATCAC
IIIIIIIIII
CAAGGATCAC

AGCAGCAAGG
IIIIIIIIII
ACCACCAAGG

CACCTGGGAT
IIIIIIIIII
CACCTGGGAT

AAACTGCAGA
IIIIIIIIII
AAACTCCAGA

AACCCTCAAC
IIIIIIIIII
AACCCTCAへC

CGCACCTTGA
IIIIIIII.|

CCCACCTTNA

CTCGTCCTGA
IIllllllll
CTCGTGCTGA

ACATCTCAAG
IIIIIIIIII
ACATCTCAAG

ACCCACAATG
IIIIIIIIII
ACCCACAATG

AGAGGAACCT
IIIIIIIIII
AGAGGAACCT

CCCAGACACA
IIIIIIIIll
CCCAGACACA

ATCCATCCCT
IIIIIIIIII
ATCCATCCCT

CCATATACCA
IIIIIIIIII
CCATATACCA

―CCCCGAGGC  74
111111111
CCCCCGAGGC  60

CCAGTGACCA  134
1111111111
CCAGTCACCA  120

TCCACTTTCG  193
1111111111
TCCACTTTGG  ■80

A3AGACCTCC  253
1111!|||||
AAACACCTCC  240

GACCGGGCCG  313
1111illlll
GACGGGGCCG  300

GAAGTGGAGT  373
1111111111
GAAl‐ TCGAGT  360

AAAACTCACG  433
1111111111
pttCTCACG  420

CCACTGGATT  493
1111111111
CCACTCGATT  480


