
Genome Network PrdeCtFull― Length cDNA clone

RIKEN_clone ID: IRAK088F08
Vector:pCMV― SPORT6

Accession

● Plasmid DNA purincation

Date:′θ/θ 18 Culture:LB(100 ug/ml Ampici!lin) 3 ml ―→37°C O/N

Date:′ θ∫θ /7   PurincaJOn:QIAGEN Mhiprep‖ t→dH20 100 ul

●Digestion by restriction enzyme/Concentrarion ca:ibration

Date: 101019
DNA conOentration(0.D.ゝ  157、 +5 ng/ul

DNA l ul

Enzyme(EooRIttXhol) 0.5+0.5 ul

Buffer H l ul

dH20 7 ul

丁otal 10 ul

Erectrophoresis: 1%agarose gel,l X TAE Butter

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion pattern from BC039498.p

4339,1715bp

●Attust plasmid DNA so:ution to 25 ng/ul ～preparation for shipping～

Date:≠ 0/θ 2o  shipped:25 ng/ul,40 ul

Final concentration:25 ng/ul

DNA(ノ ,7タタnノJ) 8牛   ul
10× 丁E ダ29 ul
dH20                       39フ  l  ul
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BC039498 1 vs IRAK088「 08 Reverse2 A10 10102010VH IP2ヽ K088F08 M13 B10 10102010 2010/10/20 13:51:46   BC039498.l vs IF2ヽ K088F08 Reverse2.A10 10102010VH IRAK080F08 1V113 B10 10102010V201Dy■ っヴ2ch■ 3:51:46

[ GENETYX : HOmolocly Data ]

Date : 2010 10 20

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

Query Rancle: 1065 - 1672
Sb」 ct Range: 1 - 608
608 bp′  INT Score: 2416′  OPT Score: 2429
1dentity: 607 / 608 (992)
strand: Plus / Minus

Query 1065 TACMTCハ パT ATGTACCCAG
III IIIIII IIIIIIIIII

SbJ Ct  l     TACNATGAAT ATGTACCCAG

腔 rAAArCCc ATTCACATTT CCACGATACA  l124
1111111111 1111111111 1111111111
AATAAATCCC ATTCACATTT CCACGバ TACA  60

CATCATGACT ACCATCATAT TCTCCATCAT  l184
1111111111 1111111111 1111111111
CATCATGACT ACCATCATAT TCTCCATCAT  120

CACAGCCACC GCTACTCTCC GG“ CAGCTG  1244
1111111111 1111111111 1111111111
CACACnCCAGC CCTACTCTCG GGA6Gn3CTG  180

ATCGTGATAA TCGGTGATCG CCTCCACAAT  1304
1111111111 1111111111 1111111111
ATCGTGATAA TCGGTGATGG CCTCCA3AAT  240

TTTACTGハ ハG GCTTATCAAG TGGTTTAAGT  1364
1111111111 1111111111 1111111111
TTTACTGAAG GCTTATCAAG TGGTTTAAGT  300

CCTCATGAバ r TAGGTGAt‐ TT TCCTGTTCTA  1424
1 1111111 11  1 1 11111111  11 11111 111
CCTCATGハ AT TAGGTCACTT TCCTGTTCTA  360

GTCCTTTATA ArCCATTGTC ACCCATGCTG  1484
111 1 1 11111 1111 11 1111  11111 1111 1
GTCCTTTATA ATGCATTGTC ACCCATCCTG  420

ATTGGTCATT ATCCTGAAAA TGTTTCTATG  1544
1111111111 1111111111 1111111111
ATTGGTCATT ATCCTCハ凛  TGTTTCTATG  480

Tal::[R:駆 enCe  :IRAK088F08 Reverse2 A10 10102010VH seq

sequence Name    : IRAK088F08_Reverse2 A10_10102010VH
sequence size    : 568

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

Query Range: 1 - 528                         
‐

Sbjct Range: 41 - 568
528 bp′  INT.SCOre: 2112, OPT ScOre: 2112
工dentity: 528 / 528 (1003)
Strand: Plus / Plus

Query Sequence
File Name
sequence Name
sequence Size

Query  l

sbjct  41

Query  61

Sb」 Ct  101

Query

Sbjct

: BC039498 1
: 1672

Query  l125

sbjct  61

Query  l185

sbjct  121

CTCGGCCAGT CACACGATCT
IIIIIIIIII IIIIIIIIII
CTCGGCCAGT CAGACGATCT

CACCACCACC AAAACCACCA
IIIIIIIIII IIIIIIIIII
CACCACCACC ハぶAACCACCA

AGGGTCCAAG
IIIIIIIIII
ACGGTCCAAG

CATTCACCAC
IIIIIIIIII
CATTC■ 3CAC

TCCTCACAGT
IIIIIIIIII
TCCTCACA3T

TCTGGCCTGG
IIIIIIIIII
TCTCGCCTGG

TGGTCCTGCT
IIIIIIIIII
TGGTGCTCCT

TCATGA3TTG
IIIIIIIIII
TCATCAGTTG

TA♂CCiCGCT
IIIIIIIIII
T]A3CACCCT

ACGAATTTTC
IIIIIIIIII
AGGAATTTTC

CGハAGGGGGC GGTGGTTCCC CGCCGCCCTG CCCCCGGCGC. TAATTACTGA TTGTCTTCCA
IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII
CGAAGGGGGC GGTGGTTCCC CCCGGCGCTG CCCCCGCCCG TAArTAGTGA TTGTCTTCCA

Query  1245  AAACATCCCG GCGTCCCCA3
1111111111 1111111111

sbJct  181   AAAGATCCCG GCGTCGCCAC

ouery  1305  TTCAGCGATG GCCTACCnAT
IIIIIIIIII IIIIIIIIII

Sbjct  241   TTCACCGATG GCCTACCAAT

Query  1365  ACTTCTGTTG CTGTGTTCTG
IIIII III II IIII IIIIII

Sbjct  301   ACTTCTGTTG CTGTGTTCTG

Query  1425  CTAAAGCCTG GCATCACCGT
III IIIIIII  I I IIII II II

sbj ct  361   CTAぶACGCTG CCATGACCGT

Query  1485  GCGTATCTTG GAATGCCnA3
11111 111 11  1111 111111

sbjct  421   CCGTATCTTG Gハ ATGGCAAC

Query  1545  T♀ ♀↑T↑TTF早 ♀i旱干T↑「T早♀ T早♀FTT↑「TF i「
「

1↑T♀ T「早 FlFT「「Tlil T↑
「「早T↑↑fT  1601

Sbjct  481   TCGATArTTG Cハ CTTACTGC TGGCTTATTC ATGTATGTTG CTCTGGTTC.A TATGGTAAGT  540

11x5w鞭凛w軍駆iI鱒皿輔鮒 l藁鮒i再:皿IM『
Query  1665  A工 ゛́ 凛゙   1672

111 11111
sb」 ct  601  劇 ♂♂却 A 608

Query  181

sb」 ct  221

Query  241

sbjct  281

Query  301

sbJct  311

Query  361

sbJ ct  401

ouery  421

sb」 ct  461

Query  481

sb」 ct  521

GCTTCGCGAA CGCTAGGGGC CCC.GCTCCCG
IIIIIIIIII IIIIIIIIII IIIIIIIIII
GCTTCGCGAA GGCTAGGGGC CCGCCTGCCG

121  GGGGCACCCA ATCCAATCAA ACCACCGCGT
I III IIIII I  II III II II I  I II IIIIIII

161  GGGCCAGcCA ATCCハATGAA ACCACCGCGT

GGTGCCTCCG CGGCCCTGCC CCCGGACCGA  120
1111111111 1111111111 1111111111
GGTCCCTCCC CGGCGCTCCC CCCCCACCGA  160

GTTCCCCCCT GGTAGACATT TCTCGAAGAC  180
1111111111 1111111111 1111111111
GTTCCCCCCT GGTAGAGATT TCTCGAnGAC  220

CCCCCGTGTG GAA3CAAACC TGCGCCCCTG  240
1111111 11 1  11 11111111  1 11 111 1111
CGCCCGTGTG GAACCAAACC TCCGCGCGTG  280

ACTGTTTCAA TGCATCユ♂ぶC CTACTGACAT  300
1111111111 1111111111 1111111111
ACTGTTTCAA TGCATCAぶAG CTACTCACAT  340

ATCCAACACA GTTCAA3TAT CTCTGTCCAG  360
1111111111 1111111111 1111111111
ArCCAACACA GTTCAACTAT CTCTGTCCAG  匂00

GTCTGATTCA TACハ ムGTGAA AAGiAGGCTG  420
1111111111 1111111111 1111111111
GTCTGATTCA TACAAGTGAA AAGAA3GCTG  460

ACCAGTGGGC CCGTTCCGAG CCCTCTCGA‐
|||||||||| |||||||||| ||||||||||
ACCAGTGGGC CCGTTCCCAG CCCTCTGGAC

GCCGGCCCGT GGGACAACGA CGCCGCGGAG
IIIIIIIIII IIIIIIIIII IIIIIIIIII
GCCGGGCCGT GGGACnACGA CCCCGCGGAG

CTCATGGCAT CGCCATCCAG GTTCCCCTCA
IIIIIIIIII IIIIIIIIII IIIIIIIIII
CTCATGGCAT GGGCATCCAC GTTCCGCTGA

CCATCATCAA CCAAATTGAT GCTACATCTT
IIIIIIIIII IIIIIIIIII IIIIIIIIII
CCArCATCAA CCAユ ATTCAT CCTR3ATCTT

ぶ』ATCCCTCC AAACACCTAT TCATTACAAA TAGCCTCGGT TGGTCGTTTT ATAGCCATTT
IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII
理 TCCCTCC AAAGACCTAT TCATTACAAA TAGCCTGGGT TGGTCGTTTT ATACCCATTT

CCATCATCAG TTTCCTGTCT CTCCTCGGGG TTATCTTACT GCCTCTCA
IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIIIII IIIIIIII
CCATCATCAG TTTCCTGTCT CTCCTGGGGG TTATCTTAGT CCCTCTCA

Query Sequence
Fttle Nanle
sequence Name
sequence size

Target Sequence
Flle Name
sequence Name
sequence size

BC039498 1
1672

1RAK088F00 M13 B10 10102010VH seq
IMK088F08~M13.B10~10102010VH (complement)
714

1
2


