Genome Network Project_Full ~Length cDNA clone

RIKEN_clone ID: IRAK064G23

Vector : pCMV-SPORT6

@Plasmid DNA purification

Date : /0/007

Date : /0/00F

Gene PARP1

Accession No.| BC037545.1 3677 bp

1..3677

CDS| 3045 bp

145.3189

Culture :LB (100 ug/ml Ampicillin) _3 ml —37°C O/N

Purification : QIAGEN Miniprep kit—dH,O 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : /0/0(73

Marker: 2-Log DNA Ladder (NEB#N3200L)
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<{Expected digestion pattern from BC037545.1>
4339, /1778, 2074 468

=12

DNA concentration (0.D):.__(97.99  ng/ul

DNA i ul
Enzyme (EcoRI+Xhol) 0.5+0.5 ul
Buffer H 1 ul
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date:"l‘:'/O/“l

Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul l

DNA (19797 ng/uh) %2 ul
10 JE R -3 o
di;8 o2

Total §49 4 ul




Project : GNP
Sample : IRAK064G23_Reverse2.A08_10101210NX
|Result : IRAK064G23_Reverse2.A08_10101210NX

System : CEQ System
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Operator : 2.101012.furu ‘

Instrument : CEQ System (Ver. 9.0.25)
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‘Project : GNP System : CEQ System Operator : 2.101012.furu
Sample : IRAK064G23_M13.B08_10101210NX Instrument : CEQ System (Ver. 9.0.25)
'Result : IRAK064G23_M13.B08_10101210NX
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BC037545.1 vs IRBK064G23 Reverse2.A08_10101210NX IRAKO64G23 M13.B08_101012101 2010/10/12 14:10:41 BC037545.1 vs IRAK064G23 Reverse2.A08_10101210NX IRAK064G23 M13.B08 10101210NR0IAVI@rientid:10:41

[ GENETYX : Homology Data ] File Name :
Sequence Name ¢ BC037545.1
Date : 2010.10.12 Sequence Size T 3677
Query Sequence Target Seguence
File Name : File Name : IRAK064G23 M13.B08 _10101210NX.fasta
Sequence Name @ BC037545.1 Sequence Name : IRAK064G23_M13.B08_10101210NX (complement)
Sequence Size 1 3677 Sequence Size : 696
Target Sequence Unit Size to Compare = &
File Name : IRAKO64G23 _Reverse2.A08_10101210NX.fasta Pick up Lecation No. =1
Sequence Name : IRAK064G23_Reverse2.A08_10101210NX
Sequence Size : 676
Unit Size to Compare = 6 Query Range: 3089 - 3677
Pick up Location No. =1 8bjct Range: 1 - 589
592 bp, INT.Score: 1540, OPT.Score: 2212
Identity: 576 / 592 (97%)
Strand: Plus / Minus
Query Range: 1 - 651
Sbjct Range: 20 - 676 Query 3088 CC BCT ATATAAC-GA GTACATTGTC TATGATATTG CTCRAGGTAAA TCTGAAGTAT 3147
660 bp, INT.Score: 788, OPT.Score: 2394 \illl\ll!l RN N R N AN RN
Identity: 635 / 660 (96%) Sbijct 1 ATATABCGGA GTACTTGGTC TATGATATGG CTCGGGTAAA TCTGAAGTAT &0
Strand: Plus / Plus
Query 3148 CTGCTGAAAC TGARATTCAA TTTTAAGACC T-CCCTGTGG TAATTGGGAG AGGTAGCCGA 3206
Query 1 CGGTGGCCGG TGCGGCGTGT TCGGTGGCGG CTCTGGCCGC TCAGGCGCCT GCGGCTGGGT 60 AR N R N N R R R R R A N NN AR RN

PUECTEEErt Teerr e ettt e e Sl Sbjct 61 CTGCTGABAC TG-AATTC-A TTTTTAGACC TCCCCTGTGG TAATTGGGAG AGGTAGCGGA 118
Sbjct 20 CGGTGGCCGG TGCGGCGTGT TCGGTGGCGG CTCTGGCCGC TCAGGCGCCT GCGGCTGGGT 79
Query 3207 GTCACACCCG GTGGCTCTGG TATGAATTCA CCCGAAGCGC TTCTGCACCA ACTCACCTGG 3266
Query 61 GAGCGCACGC GAGGCGGCGA GGCGGCAGCG TGTTTCTAGG TCGTGGCGTC GGGCTTCCGG 120 (ARRERRREN [ A R I\\IIIIIII [REREREEE

\\I\\I\\11 RN NN NN N N N RN Sbject 119 GTCACACCCG AT-GCTTTGG TATGGATTCA CCCGAAGCGC ACTCACCTGG 177
Sbjct 80 GAGGCGGCGA GGCGGCAGCG TGTTTCTAGG TCGTGGCGTC GGGCTTCCGG 138
Query 3267 CCGCTAAGTT GCTGATGGGT AGTACCTGTA CTAAACCACC TCAGRARAGGA TTTTACAGRA 3326
Query 121 AGCT GCAGCTAGGG GAGGATGGCG GAGTCTTCGG ATAAGCTCTAR TCGAGTCGAG 180 11I|\\I\\I\1I\\I\l\| FEVTEEREE ey i b b i
\\I\I\II\\ BN N NN N N NN NNy Sbjct 178  CCGCTAAGTT GCTGATGGGT AGTACCTGTA CTARACCACC TCAGRRAGGA TTTTACAGRA 237
Sbjct 140 AGCTT GCAGCTAGGG GAGGATGGCG GAGTCTTCGG ATAAGCTCTA TCGAGTCGAG 198

Query 3327 ACGTGTTARA GGT-TTTCTC TAACTTCTCA AGTCCCTTGT TTTGTGTTGT GTCTGTGGGG 3385
Query 181 TAC---GCCA AGR-GCGGGC GCG--CCTCT TGCAAG-RAR TGCAGCGAGA GCATCCCCARA 233 FICCTEUETE L Tkl rllil\\lll 4|i|\|\||\ EERARARAEEERNARERE

I | | PEEE PEEEEr ree vl \\lllt\ll\ Sbjct 238 ACGTGTTAAA GGTGTATCTC TTTGTGTTGT GTCTGTGGGG 297
Sbjct 200 TACAAACCAA ACACCCAAGC ACGACACTCT TGCAAGABAA TGCAGCGAGA GCA CAR 259

Query 3386 AGGGGTTGTT TTGGGGTTGT TTTTGTTTTT TCTTGCCAGG TAGATBAAAC TGACATAGAG 3445
Query 234 GGACTCGCTC CGGATGGCCA TCATGGTGCA GTCGCCCATG TTTGATGGAA AAGTCCCACA 293 PECELLETE FEEEr i b L e bty el
PECLETO e VEEE e Tt III\Hllll PEVCTTCL T Sbjet 298  BGGGGTTGTT TTGGGGTTGT TTTTGTTTTT TCTTGCCAGG TAGATAAARAC TGACATAGAG 357
Sbjct 260 GGACTCGCTC CGGATGGCCA TCATGGTGCA G TTTGATGGAA AAGTCCCACA 319
Query 3446 ARAAGGCTGG AGAGAGATTC TGTTGCATAG ACTAGTCCTA TGGAAARARAC CAAGCTTCGT 3505
Query 294 CTGGTACCAC TTCTCCTGCT TCTGGRAGGT GGGCCACTCC ATCCGGCACC CTGACGTTGR 353 PULETRLEE TPt v b b b et it
FEETIREIEEE T et e b et ALt et IlL\\II\tL Sbict 358  ABBAGGCTGG AGAGAGATTC TGTTGCATAG ACTAGTCCTA TGGAARAAAC CAAGCTTICGT 417

Sbjct 320 CTGGTACCAC TTCTCCTGCT TCTGGAAGGT GGGCCACTCC ATCCGGCACC CTGA( 379
Query 3506 TAGBRATGTCT GCCTTACTGG TTTCCCCAGG GAAGGAAAAA TACACTTCCA CCCTTTTTTC 3565
Query 354 GGTGGATG TGAGC GGGR TGATCAGCAG ARAGTCAAGA AGA-CAGCGG 412 VT \1|\[l\b|l\||\l\\t|| FEELTCETEr P ey reer it
\\I\\Iil\\ IN\I\\II\\ \ill!ll\\l PECELEErE e b by Sbjct 418  TAGAATGTCT GCCTTACTGG CCCAGG GRAGGRAARA TACACTTCCA CCCTTTTTIC 477
Sbjct 380 TGGATG GAGC GGGA TGATCAGCAG ARAGTCAAGA AGACCAGCGG 439

Query 3566 TAAGTGITCG TCTTTAGTTT TGATTTTGGA ARGATGTTAA GCATTTATTT TTAGTTARRA 3625
Query 413 ARGCTGGAGG AGTGACAGGC AAAGGCCAGG ATGGAATTGG TAGCAAGGCA GAGAAGACTC 472 HERRENERE ||\||||\|\\|y|||\|\y PETEEECEL TP EEer e e
NN N e N e N N N NN AR Sbjct 478  TAAGTGTTCG TCTTTAGTTT A AAGATGTTAA GCATTTATTT TTAGTTARARA 537
Sbjct 440 BAGCTGGAGG AGTGACAGGC AARGGCCAGG ATGGAATTGG TAGCAAGGCA GRGAAGACTC 499
Query 3626 ATAAARAACTA ATTTCATACT ATTTAAARAR RAAAAARAAAA ARAARAAARAA AA 3677

Query 473 GGTGACTT TGCAGCAGAG TATGCCAAGT -CCAACAGAA GTACGTGCAA GGGGTGTATG 531 R R A R R R AR RN AR R |
\l!\\!\!ll !I\llllll\ POVTELEEEE e ey \\III\\II\ Sbjct 538  ATARAAACTA ATTTCATACT ATTTARARAR ARAAARAARA AAAARRARRA RA 5889
sbjct 500 AGCAGAG TATGCCAAGT CCCAACAGAA GTACGTGCAA 559
Query 532 GAGAAGATAG ARAAGGGCCA GGT G TCCAAGAAGA TGGTGGACCC GGAGRAGCCA 591
RERRRRARA R RRAREE \lll\!\\\l AREREERRN \lll\!4|\| ERRERERN
Sbjct 560 GBGAAGATAG AAAAGGGCCA GGT TCCARGBAGA TGGTGGACCC GGAGAAGCCA 619

Query 592 CAGCTAGGCA TGATTGACCG CTGGTACCAT CCAGGCTGCT TTGTCRAGRA CAGGGAGGAG 651

NN R N e e N Ry 11l FEEETE 1l
Sbjct 620 CAGCTAGGCA TGATTGACCG CTGGT-CCAT TCAGGCTGCT TGGT-TAG-A CAGGGRAGGG 676

Query Sequence



