
Genome Network PrdeCtEntry clone

RIKEN clone ID:W01A003H12
Vector:pENTR/D―TOPO

Access:on

● Piasmid DNA puriication

Date:  110106 Culture:LB(25u3/ml Kanamycin) 3 ml → 37°C O/N

Date: i1010ワ Purilcation:QIAGEN Miniprep kit¨→dH20 100 ul

● Digestion by restriction enzyme/Concentrarion ca‖ bration

Date: 11 li il
DNA concentration(0.D):  38,う キ ng/ul

DNA l  ul

Restriction enzyme(Noti+BssH Ⅱ)   05+05 ul

Buffer H l ul

dH20 7 ul

10 ul

X ttAE Buffer

←26

← ノ■

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

Date:/ノθノ|ケ Shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(331う L「  ng/ul)

'こ

θ ul

10× TE 25.3
ノr7午 牛 U

Total

Erectrophoresis: 1%agarose gel, 1

Markeri 2-Log DNA Ladder(NEB#N3200L)

kb

〈Expected digestion pattern from BC009046 1 CDS〉

1171,2553 bp

u

NEURODl
No BC009046 1 1798 bo 1.1798
CDS 1071 bD 69.1139

dH20

丁otal 282、 7 ul



System:CEQ System Operator:2.110113.furu

:nstrument:CEQ System(Ver・ 9・ 0.25)Samp:e:W01A003H12_M13.D03_11011310PY
Resu:t :W01A003H12 M13.D03 11011310PY
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BC009046.l CDS(69..1139)vs

[ GENETYX : Homo■ ogy Data ]

W01A003H12 M13.D03 11011310PY  A■ ignment 2011/01/14 16:34:41

Date : 2011.01.14

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence size

BC009046.1
■071

frJO■ A003H12
W01A003H12
755

CDS(69..1139)

M13.D03 1101■ 3■ OPY
M13.D03 11011310PY

unit Size to Compare =
Pick up Location No. =

Query Range: 1 - 590
Sb」 ct Range: 176 - 753
590 bp′  INT.Score: 1872′  OPT.Score: 2143
1dentity: 570 / 590 (962)
Strand: P■ us / Plus

Query  l    ATGACCAAAT
IIIIIIIIII

Sbj ct  176  ATGACCAAAT

Query  61   AGCTGGACAG
IIIIIIIIII

Sbj ct  236  AGCTGGACAG

Query  121  GACGACCTCG
IIIIIIIIII

Sbj ct  296  GACGACCTCG

Query  181  GACGiAGATG
IIIIIIIIII

sbj ct  356  GACGAAGATG

Query  241  CCCAAGAGAC
IIIIIIIIII

Sbj ct  4■ 6  CCCAAGAGAC

Query  301  TTGAGACGCA
IIIIIIIIII

Sbj ct  476  TTGAGACGCA

Query  361  CTAGACiACC
IIIIIIIIII

Sbj ct  536  CTAGACAACC

Query  421  GAGACTCTGC
IIIIIIIIII

Sbjct  596  GAGACTCTGC

Query  481  3♪ MGCCCAG
IIII IIII

Sbjct  655  CAAAG― CCAG

Query  541  ACCAACCTGG
III  IIIIII

Sbjct  708  ACC― ACCTGG

CGTACAGCGA GAGTGGGCTG
IIIIIIIIII IIIIIIIIII
CGTACAGCGA GAGTGGGCTG

ACGAGTGTCT CAGTTCTCAG
IIIIIIIIII IIIIIIIIII
ACGAGTGTCT CAGTTCTCAG

AAGCCATGAA CGCAGAGGAG
IIIIIIIIII IIIIIIIIII
AACCCATGAA CGCAGAGGAG

AGGACCTGGA AGAGGAGGAA
IIIIIIIIII IIIIIIIIII
AGGACCTGGA AGAGGAGGAA

GCGGCCCCAA AAAGAAGAAG
IIIIIIIIII IIIIIIIIII
GCGGCCCCAA AAAGAAGAAG

TGAAGGCTAA CGCCCGGGAG
IIIIIIIIII IIIIIIIIII
TGAAGGCTAA CGCCCGGGAG

TCCGCAAGGT GGTGCCTTGC
IIIIIIIIII IIIIIIIIII
TGCCCAAGGT GGTGCCTTGC

GCTTGGCCAA GAACTACATC
IIIIIIIIII IIIIIIIIII
GCTTGGCCAA GAACTACATC

ACCTGGTCTC CTTCGTTCAG
IIIIIIIII IIIII I。 ||

ACCTGGTCT― CTTCG― TNAC.

TTGCGGGCTG CCTCCAACTC
IIIIIIIII   I。 || ||||
―TGCGGGCTG ―CNGCCACTC

ATGGGCGACC
IIIIIIIIII
ATGGGCGttGC

GACGAGGAGC
IIIIIIIIII
GACGAGGAGC

GACTCACTGA
IIIIIIIIII
GACTCACTGA

GMGAGGハAG
IIIIIIIIII
GAAGAGGAAG

ATGACTAAGG
IIIIIIIIII
ATGACTAAGG

CGGAACCGCA
IIIIIIIIII
CGGAACCGCA

TATTCTAAGA
IIIIIIIIII
TATTCTAAGA

TGGGCTCTGT
IIIIIIIIII
TGGGCTCTGT

ACGCTTTGCA
IIII IIII
ACGC― TTGC―

AATCCTCGGA
I.||| ||||

ANTCC― CGGA

CTCACCCCCA
IIIIIIIIII
CTCAGCCCCA

ACGAGGCAGA
IIIIIIIIII
ACGAGGCAGA

GGAACGGGGG
IIIIIIIIII
GGAACGGGGG

AGGAGGATGA
IIIIIIIIII
AGGAGGATGA

CTCGCCTGGA
IIIIIIIIII
CTCGCCTGGA

TGCACGGACT
IIIIIIIIII
TGCACGGACT

CGCAGAACCT
IIIIIIIIII
CGCAGAAGCT

CGGAGATCCT
IIIIIII I.

CGGAGAT― CN

AGGGCTTATC
IIIIIIIII
AGGGCTTAT―

CTTTTCTGCC
IIIIIIIIII
CTTTTCTGCC

AGGTCCTCCA  60
1111111111
AGGTCCTCCA  235

CAAGAAGGAG  120
1111111111
CAAGAAGGAG  295

AGAGGAGGAG  180
1111111111
AGAGGAGGAG  355

CGATCAAAAG 240
1111111111
CGATCAAAAG  415

GCGTTTTAAA  300
1111111111
GCGTTTTAAA  475

GAACGCGGCG  360
1111111111
GAACGCGGCG  535

GTCCMAATC  420
1111111111
GTCCAAAATC  595

GCGCTCAGGC  480
1111111.||
GCGCTCANGC  654

CCAACCCACC  540
1 1111111
-CCACCCACC  707

590

753

1



BC009046.■  CDS(69..1139)vs

[ GENETYX : Holrlology Data ]

Date : 2011.01.14

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence Size

Un■ t Size to Compare
Pick up Location No.

Query Range: 491 - ■069
Sbjct Range: 2 - 581
580 bp′  INT,Score: 2■ 40′  OPToScore:
工dentity: 577 / 580 (991)
Strand: Plus / Minus

Query  491   ACCTGGTCTC CTTCGTTCAG
IIIII IIII IIIIIIIIII

sbj ct  2     ACCTGTTCTC CTTCGTTCAG

Query  550   GTTGCGGGCT GCCTCCAACT
IIIIIIIIII IIIIIIIIII

sbj ct  62    GTTGCGGGCT CCCTGCAACT

Query  6■ O   CCCCCCCACC TCCCGACGGC
IIIIIIIIII IIIIIIIIII

sbj ct  122   CCCCCCCACC TGCCGACGGC

Query  670   CCTGGGCTCC CCAGTCCGCC
IIIIIIIIII IIIIIIIIII

sbjct  182   CCTGGGCTCC CCAGTCCGCC

Query  730   CCTCCGCCGC ACGCCTACAG
IIIIIIIIII  IIIIIIIIII

sbjct  242   CCTCCGCCGC ACGCCTACAG

Query  790   TGCACCACCC CTTCCTTTGA
IIIIIIIIII IIIIIIIIII

sbj ct  302   TCCACCAGCC CTTCCTTTGA

Query  850   TCTTTCAAAC ACGAACCGTC
IIIIIIIIII IIIIIIIIII

sbjct  362   TCTTTCAAAC ACGAACCGTC

Query  910   CCTGCAGCGA CACTGGCAGG
IIIIIIIIII IIIIIIIIII

Sbj ct  422   CCTGCAGCGA CACTGGCAGG

Query  970   CCTCGCTGCG AGATCCCCAT
IIIIIIIIII IIIIIIIIII

sbj ct  482   CCTCGCTCCG AGATCCCCAT

Query  1030  CGAGTCATGA GTCCCCAGCT
IIIIIIIIII IIIIIIIIII

Sbj ct  542   CGAGTCATGA GTCCCCAGCT

W01A003H12 T7■ongoE03 11011310PY  Alignment 2011/01/14 16:36:01

: BC009046.l CDS(69..1139)
: 1071

: W01A003H12 T7■ ong.E03 11011310PY
: W01A003H12 T7■ ong.E03 11011310PY (comp■ ement)
: 741

一一　

〓

2292

ACGCTTTGCA
IIIIIIIIII
ACGCTTTGCA

CAATCCTCGG
IIIIIIIIII
CAATCCTCGG

CAGCGCTTCC
IIIIIIIIII
CAGCGCTTCC

TTACGGTACC
IIIIIIIIII
TTACGGTACC

CGCAGCGCTG
IIIIIIIIII
CGCAGCGCTG

TGGACCCCTC
IIIIIIIIII
TGGACCCCTC

CGCCGAGTTT
IIIIIIIIII
CGCCGAGTTT

GGCCCAAAGC
IIIIIIIIII
GGCCCAAAGC

AGACAATATT
IIIIIIIIII
AGACAATATT

CAATGCCATA
IIIIIIIIII
CrATGCCATA

AGGGCTTAT―
|||||||||
AGGGCTTATC

ACTTTTCTGC
IIIIIIIIII
ACTTTTCTCC

TTCCCTGTAC
IIIIIIIIII
TTCCCTGTAC

ATGGACAGCT
IIIIIIIIII
ATGGACACCT

GAGCCCTTCT
IIIIIIIIII
GAGCCCTTCT

AGCCCGCCGC
IIIIIIIIII
AGCCCGCCGC

GAGAAAAATT
IIIIIIIIII
GAGⅣ響いATT

CACGGATCAA
IIIIIIIIII
CACGGATCAA

ATGTCCTTCG
IIIIIIIIII
ATGTCCTTCG

TTTCATGATT
IIIIIIIIII
TTTCATGATT

CCCAACCCAC
IIII IIIII
CCCACCCCAC

CTGAGCAGAA
IIIIIIIIII
CTGACCAGAA

ACCCCTACTC
IIIIIIIIII
ACCCCTACTC

CCCATGTCTT
IIIIIIIIII
CCCATGTCTT

TTGAAAGCCC
IIIIIIIIII
TTGAAAGCCC

TCAGCATCAA
IIIIIIIIII
TCAGCATCAA

ATGCCTTTAC
IIIIIIIIII
ATGCCTTTAC

TCTTCTCAGG
IIIIIIIIII
TCTTCTCAGG

ATAGCCATTC
IIIIIIIIII
ATAGCCATTC

1069

581

CACCAACCTG  549
1111111111
CACCAACCTG  61

CCAGGACATG  609
1111111111
CCAGGACATG  121

CTACCAGTCG  669
1111111111
CTACCAGTCG  181

CCACGTTAAG  729
1111111111
CCACGTTAAG  241

TCTGACTGAT  789
1111111111
TCTGACTGAT  301

TGGCAACTTC  849
1111111111
TGGCAACTTC  361

CATGCACTAT  909
1111111111
CATGCACTAT  421

CACCGCTGCC  969
1111111111
CACCGCTGCC  481

ACATCATGAG  1029
1111111111
ACATCATGAG  541

1


