
Genome Network PrdeCt_Full― Length cDNA clone

RIKEN clone ID:IRAKl10L15
Vector:pCMV― SPORT6             Gene

Accession No.

● P:asmid DNA purification

Date://′ ク /7  cutture:LB(100 ug/ml Ampicillin)3 ml→ 37℃ 0/N

Date://′ ヶ2θ   Pu百 1caJon:QIAGEN Miniprep klt→ dH20 100 ul

●Digestion by restriction enzyme/Concentrarion calibration

Date: //θ ケ2θ

DNA concentraJon OD)252.57 ng/d

DNA ′5 ul

Enzyme(EcoRI+XhoI) 0.5+0.5 ul

Buffer H l ul

dH20 r75 ul

丁otal 10 ul

Erectrophoresis: 1%agarose gel,1× 丁AE Buffer

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digesJon pattern from BC051867.1〉

1121.40190p… ………………………………………………………………‐

●A司ust plasmid DNA so!ution to 25 ng/ul ～preparation for shipping～

Date://′ タノ7_ Shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(252_57 ng/ul)     54 θ   ul
10 X ttE タタ7   ul
dH20              67,S   ul
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Total 8午 r.7  ul
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BC051867 vs IRAKl10Ll_「D Reverse2 2.G05 11042112C2  A■ ignment

[ GENETYX : Homology Data ]

Date : 2011.04.22

2011/04/22 09:29:58

Query Sequen9e
Fi■ e Name
Sequence Name
Seqtlence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence Size

: BC051867
: 3478

: IRAKl10L15
: IRAKl10L15
: 635

Reverse2 2.G05 11042112C2
Reverse2 2.G05 11042■ 12C2

unit Size to Compare = 6
Pick up Location No. = 1

Query Range: 1 - 566
Sbjct Range: 70 - 635
566 bp′  INToScore: 2264′  OPT.Score: 2264
工dentity: 566 / 566 (1003)
Strand: P■ us / Plus

Query  l GCCAGCGTCC
IIIIIIIIII
GCCAGCGTCCSb」 Ct

Query

Sbj ct

Query

Sbj ct

Query

Sbjct

70

61   GCAGTCACTG
IIIIIIIIII

130  GCAGTCACTG

121  CCTGTGCTCT
IIIIIIIIII

190  CCTGTGCTCT

181  GCTTGGTACT
IIIIIIIIII

250  GCTTGGTACT

Query  241  TGGAGTGAAA
IIIIIIIIII

Sb」 ct  310  TGGAGTGA八八

Query  301  AAACCTCTA_A
IIIIIIIIII

Sbj ct  370  AAACCTCTAA

Query  361  ATTACTTCGC
IIIIIIIIII

Sbj ct  430  ATTACTTCGC

Query  421  AGATATTACG
IIIIIIIIII

Sbjct  490  AGATATTACG

Query  481  AACTGTTCAA
IIIIIIIIII

Sb」 ct  550  AACTGTTCAA

Query  541  CTGGGTTGAA
IIIIIIIIII

Sbj ct  6■ O  CTGGGTTGAA

CACACCAGCC GCAGGTGAAA
IIIIIIIIII IIIIIIIIII
CACACCAGCC GCAGGTGAAA

CTGGCAGATG ATAGACCCAG
IIIIIIIIII IIIIIIIIII
CTGGCAGATG ATAGAGCCAG

TAACTCCCGT TTTGCATCAA
IIIIIIIIII IIIIIIIIII
TAACTCCCGT TTTGCATCAA

GAGATACCAG CATCAAGGAG
IIIIIIIIII IIIIIIIIII
GAGATAGCAG CATCAAGGAG

CTGCTTGTGT TCGATTTCTG
IIIIIIIIII IIIIIIIIII
CTGCTTGTGT TCGATTTCTG

AATGCAGACC TCCAGCTCTA
IIIIIIIIII IIIIIIIIII
AATGCAGACC TCCAGCTCTA

AATTACATCT GGCATATGTA
IIIIIIIIII IIIIIIIIII
AATTACATCT GGCATATGTA

CATTCAGTAT GCATCGGCAA
IIIIIIIIII IIIIIIIIII
CATTCAGTAT GCATGGGCAA

AAAATATCCA GAGAAATATT
IIIIIIIIII IIIIIIIIII
AAAATATGCA GAGAAATATT

TAATTATGCA GAAAAC
IIIIIIIIII IIIIII
TAATTATGCA GAAAAC

AGATTTTCCT  60
1111111111
AGATTTTCCT  129

GGCTCCAGAC  120
1111111111
GGCTCCAGAC  189

CTTGTACAGT  180
1111111111
CTTGTACAGT  249

GCACAGTACC  240
1111111111
GCACAGTACC  309

TGTGATCTCA  300
1111111111
TGTGATCTCA  369

TGGCAGAAGA  360
1111111111
TGGCAGAAGA  429

TACCGTGCAC  420
1111111111
TACCGTGCAC  489

TGTGCTACCA  480
1111111111
TGTGCTACCA  549

AATGTTGAAT  540
1111111111
AATGTTGAAT  609

ACCGGCAGAA
IIIIIIIIII
ACCGGCAGAA

GATTTGAAAG
IIIIIIIIII
GATTTGAAAG

GAACAGttTC
IIIIIIIIII
GAACAGAATC

CATTGTGTAC
IIIIIIIIII
CATTGTGTAC

ATACCATTCA
IIIIIIIIII
ATACCATTCA

GATCTGTGCA
IIIIIIIIII
GATCTGTCCA

CCGGACCGAA
IIIIIIIIII
CCGGACCGAA

ACTCTGACAT
IIIIIIIIII
ACTCTGAGAT

CTGCAATTAT
IIIIIIIIII
CTCCAATTAT

AGACATTAAG
IIIIIIIIII
AGACATTAAG

CAGGCAGCCT
IIIIIIIIII
CAGGCAGCCT

CTATG好■ GG
IIIIIIIIII
CTATGAAAGG

ATGCAGAAGT
IIIIIIIIII
ATGCAGAAGT

TAACTGGCTG
IIIIIIIIII
TハACTGGCTG

CCTGAGTGAA
IIIIIIIIII
CCTGAGTGAA

GGCAGATGCA
IIIIIIIIII
GGCAGATCCA

TTCCCAGGTC
IIIIIIIIII
TTCCCAGGTC

TGATTCTGAC
IIIIIIIIII
TGATTCTGAC

566

635

1



BC051867 vs IRAKl10L15 M13 2.H05 11042112C2  A■ ignment

[ GENETYX : Homo■ ogy Data ]

2011/04/22 09:33:33

Date : 2011.04.22

Query Sequence
Fi■ e Name
Sequence Nalrle
Sequence Size

Target Sequence
File Name
Sequence Name
sequence Size

Un■ t Size to Compare
Pick up Location No.

Query Range: 2875 - 3478
Sbjct Range: 2 - 609
609 bp′  INT.Score: 1798′  OPT.SCOre:
工dentity: 592 / 609 (97=)
StrandI P■ us / Minus

Query  2875  AGCA―AGGTG TGATCTAGTA
IIII  IIII    IIIIIII

Sbjct  2     AGCAGGGGTG GATTCTAGTA

Que■
‐y  2931  GGTTATTTTC ACGGGAGCGT

IIIIIIIIII IIIIIIIIII
sbjct  62    GGTTATTTTC ACGGGAGCGT

Query  2991  GTAATACTGC TCTCTTTCAA
IIIIIIIIII IIIIIIIIII

sbjct  121   GTAATACTGC TCTCTTTCAA

Query  3051  TATGttAACAT GTTCATTACA
IIIIIIIIII IIIIIIIIII

sb」 ct  181   TATGAAACAT GTTCATTACA

Query  3110  TCACTATTAT CCTACCACTT
IIIIIIIIII IIIIIIIIII

sbj ct  241   TCACTATTAT CCTACCACTT

Query  3170  GATGTTTTGT TTTATACAGC
IIIIIIIIII IIIIIIIIII

Sbjct  301   GATGTTTTGT TTTATACAGC

Query  3230  TCAAAGCGTA TCTTCACTTT
IIIIIIIIII  IIIIIIIIII

Sbj ct  361   TCAAAGCGTA TCTTCACTTT

Query  3290  CCATGGATGG ATGGAATATA
IIIIIIIIII IIIIIIIIII

sbjct  421   CCATGGATGG ATGGAATATA

Query  3350  GGTTGTTTAT CTTTTGTTTA
IIIIIIIIII  IIIIIIIIII

sbjct  481   GGTTGTTTAT CTTTTGTTTA

Query  3410  AAAAAATGTA TAAATTTCTT
IIIIIIIIII IIIIIIIIII

Sbj ct  541   AAAAAATGTA TAAATTTCTT

Query  3470  AAAAAAAAA  3478
111111111

sbjct  601   AAAAAAAAA  609

: BC051867
: 3478

: IRAKl10L15 M13 2.H05 ■1042112C2
: IRAKl10L15 M13 2.H05 11042112C2 (comp■ ement)
: 708

一一　

〓

2274

TTAG―ATTCA
III IIIII

ATAGAATTCA

GTGATATTTA
IIIIIIIIII
GTGATATTTA

AACCAAGTTT
IIIIIIIIII
AAGCAAGTTT

GMACATGAG
IIIIIIIIII
GAAACATGAG

TGCGGGACAC
IIIIIIIIII
TGCGGGACAC

AGTAGGATTG
IIIIIIIIII
AGTAGGATTG

CCATGTTAAC
IIIIIIIIII
CCATGTTAAC

ATTGAGTCAT
IIIIIIIIII
ATTGAGTCAT

TTGTAAAGGA
IIIIIIIIII
TTGTAAAGGA

GAGTAATTCC
IIIIIIIIII
GAGTAATTCC

C― AGAACTG―
|  |  |||||
CAttVACTGA

ACATTAATAT
IIIII III
ACATTTATA―

TCAGATTTTT
IIIIIIIIII
TCAGATTTTT

―AAAATAGAG
IIIIIIIII

AAAAATAGAG

ACTATTAATA
IIIIIIIIII
ACTATTAATA

TGTAATGTAT
IIIIIIIIII
TGTAATGTAT

ATAAATGTCC
IIIIIIIIII
ATAAATGTCC

CTGGTAGAGC
IIIIIIIIII
CTGGTAGAGC

ACTATGTGGG
IIIIIIIIII
ACTATGTGGG

TGGATTAAAG
IIIIIIIIII
TGGATTAAAG

AAAGGTTAAT
IIIIII I I
AAAGGTAATT

TTTATTTGAC
IIII IIIII
TTTAATTGAC

ATAACAGACC
IIIIIIIIII
ATAACAGACC

ATAAGT…
||||||||||
ATAAGT呻

TTTAAGCATA
IIIIIIIIII
TTTAAGCATA

TCTCTCTTGT
IIIIIIIIII
TCTCTCTTGT

TTTTATGATT
IIIIIIIIII
TTTTATGATT

GCATATAGGA
IIIIIIIIII
GCATATAGGA

ATGCATTTGG
IIIIIIIIII
ATGCATTTGG

AATATGCACT
IIIIIIIIII
AATATGCACT

TハAGAATGTT  2930
11  1 11 11 11
TAGGAATGTT  61

ACTACAGCCT  2990
1111111111
ACTACAGCCT  120

CATTTTGTTT  3050
1111111111
CATTTTGTTT  180

AGAATttG  3109
11 11 1 1 1 1 11

AGAATAAAAG  240

GATTCTTCCA  3169
1111111111
GATTCTTCCA  300

ACCCTATTCT  3229
1111111111
ACCCTATTCT  360

GTCTAGGATT  3289
1111111111
GTCTAGGATT  420

CAGGACGCTA  3349
1111111111
CAGGACGCTA  480

TGATCTTTTT  3409
1111111111
TGATCTTTTT  540

TTTTAAAAAA  3469
1111111111
TTTTAAAAAA  600

1


