
Genome Network Pr● eCtFull― Length cDNA clone

RIKEN c:one ID:IRAK166B05
Vector:pCMV― SPOR丁 6

Accession

●Plasmid DNA puriflcation

Date: i10511    culture:LB(100 ug/ml Ampicillin) 3 ml ‐→37°C O/N

Date: ilo512 Puttfication i QIAGEN Miniprep kit‐ →dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca:ibration

Date: |10ら †2

DNA concentraJon(0.D.): 110ヽ 叶  ng/ul

DNA l ul

Enzyme(EcoRIttXhoI) 0.5+0.5 ul

Buffer H

dH20 7 ul

Total 10 ul

Erectrophoresis: 1%agarose gel,l X TAE Buffer

Marker:2-Log DNA Ladder(NEB#N3200L)
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_lQQl.721′ 172012217,40190p… …………………`………

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

Date:/lθ 夕/6 Shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA( 110ヽ 叶 ng/ul) 名 |、 θ

10 X TE gニ

2争′、9 u

u

dH20

Total 3'77
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::RAK166B05 Reverse2.E01 11051310G7

System:System l

Analyzed l⊃ ata
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|

GNP
IRAK166B05 M13.F01 11051310G7

1RAK166B05 M13.F01 11051310G7

System i System l Operator:

instrument:System
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|

‖ . 洲  |‖  ||| |
||    ||… 1  11■  1.、

111・_●11.__二」:::Lri_卜____二 _・ 111・ 1lL一_上_コ__|_..II==._ュ _ヽ=_.[1:_三 =■ ――‐.__|_1‐‐― ‐____._11.=_L__11.,三 |,11_t・ 」ヽ:|11_L

|||       ′Vグ レム

‖ 1‖ ‖ |
Analyzed lData

Analyzed l⊃ ata

Anaiyzed l⊃ ata

Fri 05,13′ 1112159:21 Page:1



BC075805 vs IRAK■ 66B05 Reverse2.E01 1105■ 310G7  A■ ignment

[ GENETYX : Homo■ ogy Data ]

Date : 2011.05.13

2011/05/13 17:24:35

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

Query Range: 1 - 586
Sbjct Range: ■07 - 692
586 bp′  INT.Score: 2344′  OPT.Score: 2344
工dentity: 586 / 586 (1003)
Strand: P■ us / P■ us

Query Sequence
File Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
sequence Size

Query

Sbjct

Query

Sbj ct

l    CCATGCGCCA
IIIIIIIIII

107  CCATGCGCCA

61   CCTGGGTCAT
IIIIIIIIII

167  CCTGGGTCAT

Query  121  GTCTCGGCGC
IIIIIIIIII

Sbj ct  227  GTCTCGGCGC

Query  ■8■  GGCCTGTGAG
IIIIIIIIII

sbj ct  287  GGCCTGTGAG

Query  241  ACTACAAAAA
IIIIIIIIII

sbJ ct  347  ACTACAAAAA

Query  301  GCTTCAACGA
IIIIIIIIII

sbj ct  407  GCTTCAACGA

Query  361  TTTACGTAAA
IIIIIIIIII

Sbj ct  467  TTTACGTAAp

Query

Sbj ct

Ouery

Sbj ct

421  GCCACCAAGA
IIIIIIIIII

527  GCCACCAACA

481  TGGGGGTGGC
IIIIIIIIII

587  TGGGGGTGGC

: BC075805
: 5080

: IRAK166B05 Reverse2.EO■  ■1051310G7
: IRAK166B05 Reverse2.E01 110513■ OG7
: 693

TTGGGAGGGC CTCGGCCGCG
IIIIIIIIII IIIIIIIIII
TTGGGAGGGC CTCGGCCGCG

TCCTGGACCG GGAGCCGGGC
IIIIIIIIII IIIIIIIIII
TCCTGGACCG GGAGCCGGGC

CTGCGTCACC TCCCCGCCGG
IIIIIIIIII IIIIIIIIII
CTGCGTGACC TCCCCGCCGG

GTCTGCCAGT CTTTAGTGAA
IIIIIIIIII IIIIIIIIII
GTCTGCCAGT CTTTAGTGAA

CTACATCTGG TTTCACGAAG
IIIIIIIIII IIIIIIIIII
CTACATCTGG TTTCACGAAG

CCCCAATTAA GGACATCCTT
IIIIIIIIII IIIIIIIIII
CCCCAATTAA GGACATCCTT

CTGAAATTCT CTCCAATTAA
IIIIIIIIII IIIIIIIIII
CTGAAATTCT CTCCAATTAA

TTAGCTACGA GACTCTTβ AA
IIIIIIIIII  IIIIIIIIII
TTAGCTACGA GACTCTTAAA

TACACAGCCA ttGACTTT
IIIIIIIIII IIIIIIIIII
TACACAGCCA AAAAGACTTT

GCTCTGTGCC CTTGCTGCTG
IIIIIIIIII IIIIIIIIII
GCTCTGTGCC CTTGCTGCTG

TGGGGCTCAC ACGGGGGCTC
IIIIIIIIII IIIIIIIIII
TGGGGCTCAC ACGGGGGCTC

CGGGATGTGG CGACTACGTC
IIIIIIIIII IIIIIIIIII
CGGGATGTGG CGACTACGTC

ACACAGCTCT GGAATハ AnAG
IIIIIIIIII IIIIIIIIII
ACACAGCTCT GGAATAAAAG

CATTTATCAT TCACATCATC
IIIIIIIIII IIIIIIIIII
CATTTATCAT TCACATCATC

TCAGCAGTTC TCTTCTCTGA
IIIIIIIIII IIIIIIIIII
TCAGCAGTTC TCTTCTCTGA

ATATGGCTAC CAGCCTCGCA
IIIIIIIIII IIIIIIIIII
ATATGGCTAC CAGCCTCGCA

ACTTCGCTAT CTCATACTAG
IIIIIIIIII IIIIIIIIII
ACTTCGCTAT CTCATACTAG

TGATCAGTGG AAACATATGA
IIIIIIIIII IIIIIIIIII
TGATCAGTGG AAAGATATGA

AGGGCCACTT  60
1111111111
AGGGCCACTT  166

CCGCGTGGCC  120
1111111111
CCGCGTGGCC  226

GGGCCGCTGT  180
1111111111
GGGCCGCTGT  286

GAAGTTTACC  240
1111111111
GAAGTTTACC  346

CTACCTTAAA  300
1111111111
CTACCTTAAA  406

CAAACCTTCC  360
1111111111
CAAACCTTCC  466

GGAATTTTTG  420
1111111111
GGAATTTTTG  526

GATCGGCTGT  480
1111111111
GATCGGCTGT  586

TACCGGACCT  540
1111111111
TACCGGACCT  646

Query  541  TAGTGA「_TAT AAATCGATTG TGCCTGACAT TGTGTGGGAA ATTGAT  586
1111111111 1111111111 1111111111 1111111111 111111

Sbjct  647  TAGTGAATAT AAATGGATTG TGCCTGACAT TGTGTGGGAA ATTGAT  692

1



BC075805 vs IRAK166B05 M13.F01 11051310G7  A■ ignment

[ GENETYX : Homo■ ogy Data ]

2011/05/13 17:25:26

Date : 2011.05。 13

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
Sequence Size

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

Query Rarlge: 4507 - 5080
Sbjct Range: 2 - 575
574 bp′  INToScore: 2296′  OPT.Score: 2296
工dentity: 574 / 574 (1003)
strand: P■ us / Minus

Query  4507  AAAGGGAGGA GACCTCTATT
IIIIIIIIII IIIIIIIIII

Sbjct  2     AAAGGGAGGA GAGCTCTATT

Query  45 67  ACCCCTCTAA CCAGTCCTTA
IIIIIIIIII IIIIIIIIII

Sbj ct  62    ACCCCTCTAA CCAGTGCTTA

Query  4627  GCATAACAAT TACAACTACA
IIIIIIIIII IIIIIIIIII

Sbj ct  122   GCATAACAAT TACAACTACA

Query  4687  CTTCTGTCAA CTATAGAAAG
IIIIIIIIII IIIIIIIIII

sbjct  ■82   CTTCTGTCAA CTATAGAAAG

Query  4747  AAAGGCTAAT ATTAGTCACT
IIIIIIIIII IIIIIIIIII

Sbjct  242   AAAGGCTAAT ATTAGTCACT

Query  4807  GGAGGGAGAT CTTCATTTCT
IIIIIIIIII  IIIIIIIIII

Sbj ct  302   GGAGGGAGAT CTTCATTTCT

Query  4867  ACAATTAATA TTACTAAAAG
IIIIIIIIII IIIIIIIIII

Sbj ct  362   ACAATTAATA TTACTAAAAG

Query  4927  TAATCTGGCT TCTTTCATGG
IIIIIIIIII IIIIIIIIII

Sbjct  422   TAATGTGGCT TCTTTCATGG

Query  4987  GCTTTATTTT TCCTTGAAAG
IIIIIIIIII IIIIIIIIII

Sbjct  482   GCTTTATTTT TCCTTGAAAG

Query  5047  AAATTCAGTC TCAAGAGTA_4
1111111111 1111111111

Sbj ct  542   AAATTCAGTC TCAAGAGTA_■

: BC075805
: 5080

: IRAK166B05 M13.F01 ■105■ 3■ OG7
: IRAK166B05 M13.F01 1105■ 310G7 (complement)
: 675

ATGTTCTATA
IIIIIIIIII
ATGTTCTATA

CAGGTTAATG
IIIIIIIIII
CAGGTTAATG

CATCTATTTC
IIIIIIIIII
CATCTATTTC

AAAGACCTTC
IIIIIIIIII
AAAGACCTTC

ACTGTTATCA
IIIIIIIIII
ACTGTTATCA

TTGAGGAC7AT
IIIIIIIIII
TTGAGGAGAT

TCCCACATGA
IIIIIIIIII
TCCCACATGA

GTTTTTTTTT
IIIIIIIIII
GTTTTTTTTT

CTAGGTATTT
IIIIIIIIII
CTAGGTATTT

―

IIIIIIIIII
¨

CACAGATTAG
IIIIIIIIII
CACAGATTAG

CATGTTAATG
IIIIIIIIII
CATGTTAATG

TttGAATAA
IIIIIIIIII
TAAAC.AATAA

AGCTGTATTT
IIIIIIIIII
AGCTGTATTT

CATCCCTTTG
IIIIIIIIII
CATCCCTTTG

CAGTATTGTA
IIIIIIIIII
CAGTATTGTA

GAGTCCTGAC
IIIIIIIIII
GAGTCCTGAC

CTTCTTTTTA
IIIIIIIIII
CTTCTTTTTA

ATCAACTGCA
IIIIII II II
ATCAACTGCA

AAAA  5080
1111
AAAA  575

GAGATGACCT
IIIIIIIIII
GAGATGACCT

AATATTTTTG
IIIIIIIIII
AATATTTTTG

AACAGGACCA
IIIIIIIIII
AACAGGACCA

CCACAGATTT
IIIIIIIIII
CCACAGATTT

TATAAGTTTT
IIIIIIIIII
TATAAGTTTT

ACGTATGTGA
IIIIIIIIII
ACC・ TATGTGA

CCCCTCTCCA
IIIIIIIIII
GCCCTCTCCA

GCTGATCTCA
IIIIIIIIII
GCTGATCTCA

GATGTTATTG
IIIIIIIIII
GATGTTATTG

TACTGGGTAC  4566
1111111111
TACTGGGTAC  61

CAGTTGTAAA  4626
1111111111
CAGTTGTAAA  ■21

TATTTATTTA  4686
1111111111
TATTTATTTA  181

CTCCCAAGGA  4746
1111111111
CTCCCAAGGA  241

AAAAAGAGAT  4806
1111111111
AAAAAGAGAT  301

ATAGATGATA  4866
1111111111
ATAGATGATA  361

TGCCCCACAG  4926
1111111111
TGCCCCACAG  421

TCCTAAGCAT  4986
1111111111
TCCTAAGCAT  481

AAAGAAAATA  5046
1111111111
AAAGAAAATA  541

■


