
● Plasmid DNA purification

Date: ′′θ 5′ 7  cuLure:LB(100 ug/ml Am● dllin)3m!→ 37°CO/N

Date://θ 513 Purification:QIAGEN Miniprep kit‐ >dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca‖ bration

Date i //θ 5≠
g

DNA concttmJon ⑬D)23θ、3`ng/J

DNA ′J ul

Enzyme(Sac Ⅱ十KpnI) 0.5+0.5 ul

Buffer L

dH20
jア

J ul

RIKEN clone ID:IRAK091 E16
Vector:pBluescriptR

Accession

Total

Erectrophoresis: 1%agarose gel,

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

50-→

30-→

子B=
10-→

05→

l ul

10 ul

l X TAE Buffer

］
ニ

メ
・
】
§
“

Ｐ
Ｓ

Ｏ

く
３

←5午
ぐ

2、 7

〈Expected digestion pattern from DNA Sequence〉

2862,5434 bp

●Attust plasmid DNA soluJon to 25 ng/ul ～preparaJon for shipping～

Date://θ 52∂ Shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(23′ 3/ng/ul) gワθ ul

10 X ttE gθ。2
dH20               634.J

BC051651.1

丁otal gO′ F i7

ul



Operator:

instrument:System

1.110519.furulSystem i Systern lI PrOiect:GNP

1(Ver.9.0.25)ISamp:e:lRAK091E16_T7_2.A05_11051910RH
I Result :lRAK091E16_T7_2.A05_11051910RH
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Analy2ed iData

∧ nalyzed l⊃ ata
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∧ nalyzed Data

roject:GNP System:System l

Samp:e :IRAK091E16 Reverse2 2.B05 11051910RH

:lRAK091E16 Reverse2 2.B05 11051910RHResu:t
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BC051651 vs IRAK091E16 T7 2.A05 11051910RH  A■ ignment

[ GENETYX : Homology Data ]

Date : 2011.05,19

2011/05/19 14:33:05

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

Query Range: 1 - 561
Sbjct Range: 96 - 658
563 bp′  INT.Score: 1416′  OPT.Score: 2136
工dentity: 547 / 563 (97%)
Strand: P■ us / P■ us

Query Sequence
Fi■ e Name
Sequence Name
Sequence Size

Target Sequence
Fi■ e Name
Sequence Name
sequence Size

Query  l GTGCTGTGGC
IIIIIIIIII
GTCCTGTGGCSbj ct

Query

Sbj ct

Query

Sbj ct

Query

Sbjct

61   TAATCTTACC
IIIIIIIIII

156  TAATCTTACC

121  GTACACTTTG
IIIIIIIIII

2■ 6  GTACACTTTG

181  CTAGTAGTAG
IIIIIIIIII

276  CTAGTAGTAG

Query  241  CAGACAAACC
IIIIIIIIII

Sbjct  33Q CAGACAAACC

Query  301  GCTCTATTGG
IIIIIIIIII

Sbj ct  396  GCTCTATTGG

Query  360  TCTGAAGGTG
IIIIIIIIII

Sbjct  456  TCTGAAGGTG

Query  420  CCATGGATCC
IIIIIIIIII

Sbjct  516  CCATGGATGC

Query  479  GAGAGCCCAC
IIIIIIII I

Sbjct  576  GAGAGCCCCC

Query  539  CTATTTTGTG
IIIIIIIIII

Sbj ct  636  CTATTTTGTG

: BC051651
: 5396

: IRAK091E16 T7 2.A05 11051910RH
: IRAK09■ E16 T7 2.A05 1■ 051910RH
: 658

CCAATCCTGT CCGTGTCTCC
IIIIIIIIII IIIIIIIIII
CCAATCCTGT GCGTGTCTCC

ATTTATCACT GACCCTTCGG
IIIIIIIIII IIIIIIIIII
ATTTATCACT GACCCTTCGG

TAATACTTGG GACCAAGAAT
IIIIIIIIII IIIIIIIIII
TAATACTTGG C」 ACCAAGAAT

TGGAGAGACA CGTAGCCCTA
IIIIIIIIII IIIIIIIIII
TGGAGAGACA CGTAGCCCTA

AGAGACTCCC TG―
|||||||||| ||||||||||
AGAGACTGCC TG―

AGGTGGCTGC CTCTTTGATG
IIIIIIIIII IIIIIIIIII
AGGTGGCTGC CTCTTTGATG

ATGACTTCAA TTGGGAGCAA
IIIIIIIIII IIIIIIIIII
ATGACTTCAA TTGGGAGCAA

CATCAGGTTC TTTCATGCTG
IIIIIIII I IIIIIIIIII
CATCAGGTGC TTTCATGCTG

CTGCTCTTAC CCCAACTTAA
IIIIIIIIII III IIIII
CTGCTCTTAC CCCCCCTTAA

TCTTCAGGCT
IIIIIIIIII
TCTTCAGGCT

TGAAACTCTC
IIIIIIIIII
TGAAACTCTC

TTGAAGATAG
IIIIIIIIII
TTGAAGATAG

CAGGAAGGGG
IIIIIIIIII
CAGGAAGGGG

AAAAAGATGA
IIIIIIIIII
AAAAAGATGA

ACCCGTATAG
IIIIIIIIII
AGCCGTATAG

GTGAACACCT
IIIIIIIIII
GTGAACACCT

GTGAATGCCT
IIIIIIIIII
GTGAATCCCT

AGttVATGAC
IIIIIIIIII
AGAAAATGAC

CCTGCCGGAG
IIIIIIIIII
CCTGCCGGAG

TTCTGTTTAA
IIIIIIIIII
TTCTGTTTAA

TAATCAGACA
IIIIIIIIII
TAATCAGACA

TAGAATTATC
IIIIIIIIII
TAGAATTATC

ACTGG評■ GA
IIIIIIIIII
ACTGGAAAGA

CACATGTGGA
IIIIIIIIII
CACATGTGGA

TGACTAAACC
IIIIIIIIII
TGACTAAACC

CTGGGAGACC
IIIIIIIIII
CTGGGAGACC

ACCCACTGCA
IIII IIII
ACCCCCTGCT

CATGCTTCTC  60
1111111111
CATGCTTCTC  155

ATTTACCAGG  120
1111111111
ATTTACCAGG  215

AATCAAACAA  180
1111111111
AATCAAACAA  275

ATTⅣVttACA 240
1111111111
ATTApttCA  335

TTCAAAGTAG  300
1111111111
TTCAAAGTAG  395

TATA― GTCAA  359
1111  11111
TATATGTCAA  455

GACTTCTGAT  419
1111111111
GACTTCTGAT  515

-TGAGGGGCA  478
11111111

ATGAGGGGCG  575

TCGATTTTCA  538
11 11111
TCTATTTTTC  635

TCCAGCAAGA GTA
I I I III III
TTCTCCCAGA GTA

561

658

1



BC05165■  vs IRAK091E16 Reverse2 2.B05 1■ 051910RH  A■ ignment

[ GENETYX : Homology Data ]

2011/05/■ 9 14:41:21

Date : 2011.05.19

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: 4758 - 5396
Sbjct Range: 60 - 712
657 bp′  INT.Score: ■452′  OPToScore: 1906
1dentity: 560 / 657 (851)
Strand: P■ us / Minus

Query  4758  ACTCCCCAAT CCCAGTAATG CTGCTGCCTG
II    IIII   III     I    I I I

Sbj ct  60    ACAAACCAAG CCC― ―CCACC CAGGTTTTGC

Query  4818  AATCCCGTAC TCCTTGCCAC CAGCTTCCTA
I  I   II   II   II     I  III    I

Sbjct  l17   TTTTGCCCAC CCCAGGCTTT`C― CCTTAGAA

Query  4874  AAGAGCACAA ―CTATATTCT TAT― GAAGGA
IIIIIIIIII  IIIIIIIII III IIIIII

sbjct  176   ♪AGAGCACAA CCTATATTCT TATGGAAGGA

Query  4932  CCGTGACCCT CGTTATTGTT ACACCTGAGT
IIIIIIIIII IIIIIIIIII IIIIIIIIII

sbJ ct  236   CCGTGACCCT CGTTATTGTT ACAGCTGAGT

Query  4991  CTGGCATTAT GGTAATATAT TATTTTAGGT
IIIIIIIIII IIIIIIIIII  IIIIIIIIII

Sbj ct  296   CTGGCATTAT GGTAATATAT TATTTTAGGT

Query  5051  TATGCTTATG TAGCTTTCCA GGACTAACAG
IIIIIIIIII IIIIIIIIII  IIIIIIIIII

Sbj ct  356   TATGCTTATG TACCTTTCCA GGACTAACAG

Query  511l  ATGAGTCGTC GTTTCTGTCA GATTTGTATT
IIIIIIIIII IIIIIIIIII IIIIIIIIII

Sbj ct  416   ATGAGTCGTC GTTTCTGTCA GATTTGTATT

Query  5171  CAGTTCACAA AATCCAAAAC TCAACGATCA
IIIIIIIIII IIIIIIIIII IIIIIIIIII

Sbjct  476   CAGTTCACAA AATCCAAAAC TCAACGATCA

Query  5231  TTATATTGTA AATATTTTTG ATTTCATCAA
IIIIIIIIII IIIIIIIIII IIIIIIIIII

Sbj ct  536   TTATATTGTA AATATTTTTG ATTTCATCAA
り06

Query  5291  - AAAAAACTCT CCAGCGCTGG

Sbj ct  596   颯 洲 ti↓ |`:::[↓
[↓lι[

Query  5344  -― ―AGCGCTG GAGAGTTTTT TTTTTTTTTT
| | | | || || ||  ||

BC051651
5396

工RAK091E16 Reverse2 2.B05 11051910RH
IRAK091E16 ReVerse2 2.B05 11051910RH (comp■ ement)
725

一一　

〓

ACAGAAACAC
I  III I

CCCCAAAAAT

G―AGCAGCGT
I  II  I
GCAGGCGGTA

ATTTGTACCT
IIIIIIIIII
ATTTGTACCT

GTATGTTTTT
IIIIIIIIII
GTATGTTTTT

AATATTTGTA
IIIIIIIIII
AATATTTGTA

ATAAATGTGT
IIIIIIIIII
ATAAATGTGT

GTTTCCAAGG
IIIIIIIIII
GTTTCCAAGG

GATTCACGGA
IIIIIIIIII
GATTCACGGA

ATTATTTATT
IIIIIIIIII
ATTATTTATT

ATCCGGCCAT
IIIIIIIIII
ATCCGGCCAT

TCTTGAAATG
I   III I I
TAGTGAGAGG

ACACACAGCC
I I I I

TCCCCCGGTT

AGACA― GCT―

| ||| |||
AAACAGGCTG

TTGGGGTATT
IIIIIIIIII
TTGGGGTATT

GTTCTGTGG―
|||||||||
GTTCTGTGGT

CTTTAACATG
IIIIIIIIII
CTTTAACATG

AATGAACAAA
IIIIIIIIII
AATGAACAAA

GAAAAGCTTG
IIIIIIIIII
GAAAAGCTTG

CCCAGAGCTT
IIIIIIIIII
CCCAGAGCTT

CATT… GA
IIIIIIIIII
CATTAAAAGA

AAGGGCCTGA
IIIIIIIIII
AAGGGCCTGA

TCAATTAC― T

I IIII I
TTAATTTCGA

ACAGTTGCCA  4817
1 1 11 11
A―ACTTTCCC l16

GGT― AAACTG  4873
111 111111
GGTAAAACTG  175

ATTTTGTGGC  4931
1111111111
ATTTTGTGGC  235

AGAATGCTAT  4990
1111111111
AGAATGCTAT  295

TTGCATAATA  5050
1111111111
TTGCATAATA  355

GATATGTTGT  5110
1111111111
GATATGTTGT  415

GGGGAGGACT  5170
1111111111
GGGGAGGACT  475

TTCCATGTGT  5230
1111111111
TTCCATGTGT  535

AATTTTTGCG  5290
1111111111
AATTTTTGCG  595

TCC― ――一――-  5343
111
TCCTTCTGAG  655

GCTATGC  5396
111   11
GCTTGGC  712sbJct  656   GGGGGGCCCG GTACCAGCTT TTGTTCCCTT

1


