
Genome Network Pro」 ectFull― Length cDNA clone

RIKEN c:one ID:IRAL002G19
Vectori pOTB7 Gene

Accesslon No.

● P:asmid DNA purification

Date i t0 1■ 1ら     Culture:LB(25 ug/ml Chloramphenicol)5 ml → 37°C O/N

Date: 1 0 1 zttt    Purification:QIAGEN Miniprep kit‐ →dH20 100 ul

● Digestion by restriction enzyme/Concentrarion calibration

Date:(0121叶
DNA concentFatiOn(0.D.): 233、 ら2 ng/ul

DNA l ul

Enzyme(BamHI+Bgl Ⅱ) 0.5+0 5 ul

BufFer H l ul

dH20                           ワ ul

Total

Erectrophoresis: 1%agarose gel,

Marker:2-Log DNA Ladder(NEB#N3200L)
kb

10 ul

l X ttAE Buffer
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〈Expected digestion pattern from BC006545_2〉

0191140曼 ,1.01.ユ Op.………………………………………………………

●Attust plasmid DNA solution to 25 ng/ul ～preparation for shipping～

Date : /′/2/`     shlpped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(2ら ι、し2 ng/ul) 98θ
10 X ttE 92_2

`∫

2 /

〈1..1891

(1.1370

dH20

Total gフ 2.3 ul
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I PrOiect:GNP System:CEQ System
Samp:e::RAL002G19_pOTB7 R.B02 10121512GA
Result::RAL002G19_pOTB7 R.B02 10121512GA

lnstrument:CEQ System{Ver.9.0.25)

Analyzed Data

Analyzed Data

A CAC CAATo CAOCAO AACAA CAハ CA ACAAA,Aハ ATCユ GAATCTC CA・
・

ToCT,。 AAoAAo CACGAO TCTACa cA G TAO TO。 ハAACC● OA。
「

CTTTTTTTTAACTTTAIITArTCTTTcccoTTT― TCCTTATハ TA● AACC

‐―――― ――――全PalyZed Data _↓↓↓  ___↓   _↓__  ↓ ↓____↓_   _
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BC006545.2 vs IRAL002G19 ,GTB7 
「

.A02 10■ 21512GA  A■ ignment

[ GENETYX : Homology Data ]

Date : 2010.12.17

2010/12/17 15:24:09

Query Sequence
rile Narrte
Sequencc Name
Sequence Size

Target Sequence
ri■ e Name
Sequence Nr― tme

Sequence Size

unit Size to Ccmp● Fe
Pick up Location Nc.

Q_lery Range: l - 530
SbJCt Rant‐e: 130 - 71
586 bp′  INT.Score: 14
ldentity: 556 / 586 (
Strand: P■ us / Plus

BC006545.2
1891

1RAL002G19 poTB7 F.A02 10121512GA.seq
IRAL002G19 oOTB7 F.A02 10121512GA
714

3

63′  OPT,Score: 2099
94t)

６

■
■

一一　

〓

Query  l

Sbj ct  130

Query  60

Sbict  ■90

Querv  120

Sbjct  250

Query  130

Sbi ct  310

Query  ∠40

Sbjct  370

Query  300

Sbi ct  430

Query  360

SbJct  490

QuCry  418

Sb」 ct  550

Query  478

sbj ct  610

TGGGACCGGT
IIIIlillll
TGG_・AGCGGT

CCCGAGGGCT
IIIIIIIIII
CCCGAGGGCT

ACGTACATGA
IIIIIIIIII
ACGTACATGA

TCCATCAACA
IIIIIIIIII
TCCATGAACA

CCCGCCGCGG
IIIIIIIIII
CCCGGCCCGG

ATGGGCCCCC
tillllllll
ATCGGGCCGC

GGCGGCCTGG
IIllllllll
GGCGGCCTGG

GCCTGAGCCG
IIIIIIIlil
GCCTGACCCG

CCTACTCGTA
IIIIIIIIII
CCTACTCGTA

GAAGATGGハA
IIIIIIIIII
GAAGATGCAA

ACTCCTCCGT
IIIIIIIIII
ACTCCTCCGT

CCATGTCGGC
IIIIIIIIII
GCATGTCGGC

TGTCGTCGTA
IIIIIIIIII
TGTCGTCGTA

GCCCCATGGC
IIIIIIIIII
GCGCCATGGC

ACTTGAGTCC
IIIIIIIIII
ACTTGAGTCC

CCCCCTACGC
illlllllll
CCCCCTACGC

CCCCCGCGAC
.||||||||

NGCCCGCGAC

CATCTCGCTC
I I.||||||

CTTNTCGCIC

CGGCACGACC
IIIIIIIIII
GGGCACGACC

GAGCハACATG
IIIIIIIIII
GAGCAACATG

GGCCGCCATG
IIIIIIIIII
GGCCCCCATG

CGTCGGCGCT
IIIIIIIIII
CGTGGGCGCT

GGGCATGGGC
IIIIIII:||
GGGCATGGGC

CACCCTGAGC
IIIIIIIIII
CACCCTGAGC

CAACATCAAC
illlllllll
CAAl~ATCAAC

CCCAAGACCT
IIII IIIII
CCCAGGACCT

ATCACCAT― G
I  IIII I

TTTCCCATCG

CGTC― CGACT CGACCAGCTA
IIII IIIII IIIIIIIIII
CGTCACGACT GGACCAGCTA

AACCCCGGCC TCCC‐ GATGAA
IIIIIIIIII IIIIIIIIII
AACGCCGGCC TGGGGATGAA

GGCAGCGGCT CGGGCAACAT
IIIIIIIIII IIIIIIIIII
GCCAl‐CGGCT CCGCCAACAT

GGCATGACCC CGTCCCTCGC
IIIIIIIIII IIIIIIIIII
GGCATCACCC CGTCCCTGGC

GCCTCGCCCG GGGCGGCTCG
IIIlllllll llllllllll
GGCTCCGCCG GGGCGGCTGG

CCGCTCCCGG l~GCAGGCGGC
IIIIIIIIII IIIIIIIIII
CCGCTCCGCG GGCAGCCGGC

TCCATGAG― C CCCATGTA― C
IIIIIIII I IIIIIIII I
TCCATGACCC CCCATGTACC

ACAGGCCCAG CTACACCCAC
IIIIIIII.| ||||||||

ACAGGCGCNG CTACACGCCG

CCCATCCAGC AGAGCCCCAA
III III II IIIIIIIIII
GCCTTCCCCC AGAGCCCCAA

CTATGCAGAG  59
1111111111
CTATCCAGAG  ■89

CGGCATGAAC  l19
1111111111
CGGCATGFiC  249

GACCCCGl~GC  179
1111111111
GACCGCGGGC  309

GGGGATGTCC  239
1111111111
GGGGATGTCC  369

CGTGGCGGGC  299
1111111111
CGTGGCGGGC  429

CGGGCCCATC  359
1111111111
CGGGGCCAirG  489

GGGCAGGCGG  417
1111111111
CGGCAGCCGG  549

GCAAACCCCC  477
111111.||

CCAAACCNCC  609

CAAGATCl~TG  536
11 1111111
CACGATCCTG  669

Query  537  AcGcTG―AG―  CGAGATCTAC CAGTGGATCA TGGACCTCTT CCCCTT  530
111111 11  111111 1 1 1   11111   11111.  || ||| ||

Sb」 ct  670  ACGCTGCACC CGAGAT― TTC CGTGGGATCT TGGACNT― TT l‐ CCTTT  713



BC006545.2 vs IRAL002G19 pOTB7 R.302 1012■ 512GA  A■ ignment

[ GENETYX : Homology Data ]

Date : 20■ 0.12.17

Query Sequence
ri■ e Name        :
Ses‐luence Name    l BC006545々 2

Sequence Sゴ_ze    : 1391

Target Sequcnce
File Name        : IRAL002G19 poTB7 R.B02 10■ 21512GA,se― I

Seq]iencc Name    : IRA■ 002G■ 9 poTB7 R.302 10121512GA (comp■ ement)
Sequence Size    : 723

Unit Size to Compare =
Pick uo Locatioll Nc. =

2010/■ 2/17 15:24:46

Query Range: 1311 - 1891
Sbjct Range: 3 - 537
589 bp′  INToScere: 1343′  OPT,Scorel
ldentity: 551 / 589 (93を )

Strand: Plus / 14inus

Ouery  ]_31l  CCCCCAGATA CCTCCTACTA
.||.|   | |  ||||||| ||

SbJ ct  3     NCCNCCAAAA CCTCCTAATA

Qi■ ery  1369  晏AGAAGACGA CGGCTTC― AG
IIIII IIII IIIIIII  II

sbi ct' 63    AACAAAACGA CGGCTTCAAG

Query  1427  GAGACCAAGT CGGGGTCGAG
.||||||| | |||||||||

sbjct  123   NAGAGCAATT GGGG_~TCGA―

Query  1487  AATCCAT]AC ACCCCCACCC
IIIlill ll llllllllll

Sbjct  179   AATCCATTAC ACCCCCACCC

Query  1546  GCTGTTCCGT CCCAAACAGA
IIIIIIIIII IIIIIIIIII

sb」 ct  239   GCTGTTCCGT CCCAAACAGA

Query  1603  AAACCGGAAA CAATATAAAG
IIIIIIIIII IIIIIIIIII

Sbj ct  299   AAACGGGAAA CAATATAAAG

Query  1663  TCCTTCTTCA AGCACCTGC_H
IIIIIIIIII IIIIIIIIII

Sb」 ct  359   TGCTTCTTCA AGCACCTGCA

Query  1723  GTTGTTCCAG GGAAGTCTTA
IIIIIIIIII IIIIIIIIII

Sbjct  419   GTTGTTCCAG GGAAGTCTTA

Querv  ■783  AAACCATGTA GTTTTAACAG
IIIIIIIIII IIIIIIIIII

sbict  479   AAACCATGTA GTTTTAACAG

Query  1843  ATAATGTAAC GGTCTGTTGT
IIIIIIIIII IIIIIIIIII

Sbjct  539   ATAATGTAAG GGTCTGTTGT

2037

CCAGGGGGTG
III IIII I
CCiAGGGGGG

G― CCCGGCTA
I IIIIIIII
GCCCCGGCTA

ACTTTGGGGA
IIII IIIII
ACTTGGGGGA

CAACACCCCC
IIIIIIIIII
CAACACCCCC

――GGGCCACA
IIIIIIII

GGGGGCCACA

TTA晏
…

A
IIIIIIIIII
TTAAAAAAAA

GATTCTGATT
IIIIIIIIII
GATTCTCATT

cTTArttAAA
IIIIIIIIII
CTTAAAAAAA

AACCAGAGGG
IIIIIIIIII
AACCAGAGGG

AAATGACCAA
IIIIIIIIII
瑯 TCACCAA

TACTCCCGGC
IIIIIIIII

AACTCCCGGC

ACTCTGGCAC
I II IIIII
AGTCGGGCAC

GACCGTGTTG
IIIIII II

AACGGTG― TG

AAGACACCAG
llllllllll
AAGACACCAG

CAGATACCCC
IIllllllll
CAGATACCCC

GCCTCCGGTT
IIIIIIIIII
CCCTCCGGTT

TTTTTGTTGT
IIIIIIIIII
TTTTTGTTGT

AAAAAAAACT
IIIIIIIIII
懇 ユニユニAACT

TTGTACTATT
IIIIIIIIII
TTGTACTATT

GAAA「♂轟 孔

||||||||||
G… 墾

CC― _‐ TTATCA
II II I II
CCAATAAAGA

CCCCGATCGA
IIIIIII. |

CCCGGATNGA

CAGAGACGCA
IIII IIIII
CAGA― ACCCA

TCTTCCTTCA
IIIIIIIIII
TCTTCCTTCA

ACGTTCTATA
IIIIIIIIII
ACGTTCTATA

TCCACTACTG
Ililllllll
TCCACTACTl~

TGTTGTTCTC
IIIIIIIIII
TGTTGTTCTC

TTTGTGAGTG
IIIIIIIIII
TTTGTGAGTG

GTTTAAAAAC
IIIIIIIIII
GTTTAAAAAC

駆

…111111111

…

ACTCC― TCTT  1363
1 111 1111
AATCCTTCTT  62

GGATAAGTGA  1426
1.|||||. |

GNATAAGNAA  122

AGGGAGAAGA  1486
11111 11 .
AGGGA― AAAN  178

CCCG(]T― GCA  1545
111111 111
CCCCCTGGCA  238

TPAGGA― Gl‐A  1602
111111 111
TAAGGACGGA  298

TGTAGACTCC  1662
1111111111
TGTAGACTCC  358

CTCCATTCCT  ■722
1111111111
CTCCATTGCT  418

ACrCGGTGTA  1782
1111111111
ACTCGGTGTA  478

AGG… ふAA  1842
1111111111
ACGAAAAAAA  533

1891

587


