
GenOme Network PrdeCtFull― Length cDNA clone

RIKEN c:one ID:IRAK073B06
Vector:pBluescriptR

Accesslon

● Plasmid DNA purittcation

Date i l10ら lし Culture:LB(100 ug/ml Ampicillin)3 ml ‐→37°C O/N

Date: ‖n517     Purlfication:QIAGEN Miniprep kit―
→dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca‖ bration

Date: l10517
DNA concentration(0.D.): 10ら 182 ng/ul

DNA l ul

Enzyme(Sac Ⅱ+Kpnl) 0.5+0.5 ul

Buffer L l ul

dH20 ワ ul

丁otal 10 ul

Erectrophoresis: 1%agarose gel,l X TAE BufFer

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion pattern from BC035071.2〉

21Q&01041p…………………………………………………………………‐

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

Date:ブ /′タフθ   shipped:25 ng/ul,40 ul

Final concentrati6n:25 ng/ul

DNA(106、82nノ uD ら

'θ10XTE 3る.3

2午 ア、9dH20

丁otal 363、 λ



I Result ::RAK073B06 T7.E06 11051912DW

I PrOiect:GNP
Sample:lRAK073B06_T7.E06_11051912DW

System:System l

inStrumen:ll:I11:lil・ |サ:itill:|

|
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3■ 0       320       330      ▼ 340       35d VVVV  360 V v      ,700

Analyzed!⊃ ata

Ana!yzed i⊃ ata
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roJect:GNP

amp:e:lRAK073B06_Reverse2.F06 11051912DW
it ::RAK073B06 Reverse2.F06 11051912DW

System:System l Operator:1.110519.furu

lnstrument:System l(Ver.9.0.25)

Ana:yzed:Data

Ana:yzed iData

Analyzed i⊃ ata
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BC035071.2 vs IRAK073B06 T7.E06 11051912DW  A■ ignment                        2011/05/19 17:48:13

[ GENETYX : Homo■ ogy Data ]

Date : 2011.05。 19

Query Sequenge
Fi■e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
sequence size

BC035071.2
3426

1RAK073B06 T7.E06 11051912DW
IRAK073B06 T7.E06 ■■05■ 9■ 2DW
375

Un■ t Size to compare = 6                                  ｀

Pick up Location No. = 1

Query Range: ■ - 279
Sbjct Range: 98 - 374
279 bp′  INToScore: 956′  OPT.Score: 1015
1dentity: 263 / 279 (94t)
Strand: Plus / P■ us

Query  l    ACCGCCTCCC CCTCCCCCGG CGCGCACGGC TCGTCCCCGT CCCTGGAGGC GGCCCGAGCC  60
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  98   AGCGCCTCCC CCTCCCCCGG CGCGCACGGC TCGTCCCCGT CCCTGGACGC GGCCCGAGCC  ■57

Query  61   GCCCCTGAGC AGCCTCGCCT TCGCCTCCCG CGTTTCCTGC CGTCCGCCCT CCCCCGGCCG  120
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  158  GCCCCTGAGC AGCCTCGCCT TCGCCTCCCG CGTTTCCTGC CGTCCGCCCT CCCCCGGCCG  217

Query  121  AGCTCCAGGG GCTGCCGCCT AGCAGCTCCC GGCGGGAGAG CGGTTCAGAG CGCGCACGGG  180
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  2■ 8  AGCTCCAGGG GCTGCCGCCT AGCAGCTCCC GGCGGGAGAG CGGTTCAGAG CGCGCACGGG  277

Query  ■8■  GGCGGGCGGA GGCGGCCCGG TGCGGGGCGG CCGCGCTGGA GAGAGGCGCG CGCGGAGACG  240
1111111111 1111111111 1111111111 1111111111 1111111111 111111111

Sbj ct  278  GGCGGGCGGA GGCGGCCCGG TCCGGGGCGG CCCCGCTGGA GAGAGGCGCG CGCGC.AC.AC-  336

Query  241  CCGGCCCCCC TCTCCGCGTT TGCTCGCTTG CTCCCCGCC  279
1111111111 111      11 1   1 11 1 1111.....

Sbj ct  337  CCGGCCCCCC TCT― TTTTTT TTTGCCCTAC CTCCNNNNN  374

■



BC035071.2 vs IRAK073B06 Reverse2.「 06 11051912DW  A■ ignment                  2011/05/19 17:50:27

[ GENETYX : Homo■ ogy Data ]

Date : 2011.05.19

Query Sequenge
Fi■ e Name        :
Sequence Name    : Bc035071。 2

Sequence Size    : 3426

Target Sequence
Fi■ e Name        : 工RAK073B06 Reverse2.F06 11051912DW
Sequence Name    : IRAK073B06 Reverse2.F06 1105■ 912DW (comp■ement)
Sequence Size    : 713

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

Query Range: 2840 - 3426
Sbjct Range: 2 - 589
588 bp′  INT.Score: 2228′  OPT.Score: 2318
1dentity: 584 / 588 (992)
Strand: P■ us / Minus

Query  2840  GGAGGAAAGG CCATTTTAAA AAATCACCTC GATCAAAA― T CCCCAGCTAC AGTGGAACAC  2898
1111111111  11 111 11  1111111111 11111111  1  1111111111 1111111111

Sbjct  2     GGAGGAAAGG GCAATTTTAA AAATCACCTC GATCAAMTT CCCCAGCTAC AGTGGAACAC  61

Query  2899  AACAGAGCCC TCTCGAACAT GCAAAGATCC TATAGAAGAT ATAAACTCTC CAGAACACAT  2958
1111111111 1111111111  1111111111 1111111111 1111111111 1111111111

Sbj ct  62    AACAGAGCCC TCTCGAACAT GCAAAGATCC TATAGAAGAT ATAAACTCTC CAGAACACAT  121

Query  2959  CCAGCGTCGG CTGTCCCTCC AGCTCCCCAT CCTCCACCAC GCCTACCTCC CATCCATCGG  3018
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  ■22   CCAGCGTCGG CTGTCCCTCC AGCTCCCCAT CCTCCACCAC GCCTACCTCC CATCCATCGG  181

Query  30■ 9  AGGCGTGGAC GCCAGCTGTG TCACCCCCTG CGTCAGCCCC ACCGCCAGCC CCCGCCACAG  3078
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  182   AGGCGTGGAC GCCAGCTGTG TCAGCCCCTG CGTCAGCCCC ACCCCCAGCC CCCGCCACAG  241

Query  3079  ACATGTGCCA CCCTCCTTCC GAGTCATGGT CTCGGGCCTG TAAGGGTGGG AGGCCTGGGC  3138
1111111111 1111111111 1111111111  1111111111 1111111111 1111111111

Sbj ct  242   ACATGTGCCA CCCTCCTTCC GAGTCATGGT CTCGGGCCTG TAA_GGGTGGG AGGCCTGGGC  301

Query  3139  CCGGGGCCTC CCCCGTGACA GAACCACACT GGGCAGAGGG GTCTGCTGCA GAAACACTGT  3198
1111111111  1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  302   CCGGGGCCTC CCCCGTGACA GAACCACACT GGGCAGAGGG GTCTGCTGCA GAAACACTGT  361

Query  3199  CGGCTCTGGC TGCGGAGAAG CTGGGCACCA TGGCTGGCCT CTCAGGACCA CTCGGATGGC  3258
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  362   CGGCTCTGGC TGCGGAGAAC CTGGGCACCA TGGCTGGCCT CTCAGGACCA CTCGGATGGC  421

Query  3259  ACTCAGGTGG ACAGGACGGG GCAGGGGGAG ACTTGGCACC TGACCTCGAG CCTTATTTGT  3318
1111111111  1｀ ||||||||| |||||||||| ||||||||||  |||||||||| ||||||||||

Sbj ct  422   ACTCAGGTGG ACAGGACGGG GCAGGGGGAG ACTTGGCACC TGACCTCGAG CCTTATTTGT  481

Query  3319  GAAGTCCTTA TTTCTTCACA AAG3_AGAGGA ACGGAAATGG GACGTCTTCC TTAACATCTG  3378
1111111111 1111111111 1111111111 1111111111  1111111111 1111111111

Sbj ct  482   GAAGTCCTTA TTTCTTCACA AAGAAGAGGA ACGGAAATGG GACGTCTTCC TTAACATCTG  541

Query  3379  CAAACAAGGA GGCGCTGGGA TATCAAACTT GC―  AAAAAAAA  3426
1111111111 1111111111 1111111111 1111111111  11111111

Sbj ct  542   CAAACAAGGA GGCGCTGGGA TATCAAACTT GC―  AAAAAAAA  589

1


