Genome Network Project_Full =Length cDNA clone

RIKEN_clone ID: IRALOO9P10

Vector : pOTB7 Gene BAT3
Accession No.] BC003133.1 3702 bp 1..3702
CcDS 3381 bp 209..3589
@Plasmid DNA purification
Date : it041(2 Culture :LB (25 ug/ml Chloramphenicol) 5 ml —37°C O/N

Date : (i3 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : | 1C4(3
DNA concentration (0.D.)__ 9437  ng/ul
DNA i ul
Enzyme (BamHI+Bgl ]1") 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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Marker: 2-Log DNA Ladder (NEB#N3200L)
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<Expected digestion pattern from BC003133.1 >

634, 1403, 1615, 1851 bp

@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : //0%!8  Shipped : 25 ng/ul, 40 ul

|Fina| concentration:25 ng/ul ‘

DNA ((9%.3"7 ng/ul) ¥ / 0 ul
10X TE 30 6 ul
dH,0 L A ul

Total 3 oL, % ul




Project : GNP
Sample : IRALO0SP10_pOTB7_F.A02_110415135M
}R,esult : IRALO09P10_pOTB7_F.A02_110415135M
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System : System 1
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Operator : 1.110415.furu.5
Instrument : System 1 (Ver. 9.0.25)
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Project : GNP
} Sample : IRAL0O09P10_pOTB7_R.B02_110415135M
'Result : IRALO09P10_pOTB7_R.B02_110415135M
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Instrument : System 1 (Ver. 9.0.25)
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BC003133 vs IRALOO9P10 pOTB7 F.ACZ 110415135M Alignment

[ GENETYX

Date

Homology Data ]

2011.04.18

Query Sequence

File Name
Sequence Name
Seguence Size

Target Seqguence

File Name
Sequence Name

Sequence Size 704

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 565
Sbjct Range: 134 - 704
571 bp, INT.Score: 1874, OPT.Score:
Identity: 556 / 571 (97%)
Strand: Plus / Plus
Query 1 CTCCTCGGGG TGCTCGGCTIC
Sbjer 134 CTCCICGGGG TGCTCGGCTC
Cuery 61 AACTCACTGT TTGGGGCTGC
Sojct 154 AMCTCACTGT TTGGRGCTEC
Query 121 CCTGGGGGGA GCCGGAAGTA
St 254 CCTGGGGAEA GECGGAAGTA
Query 181 GGCCGTCGGT GGCAGAGACC
Sbjct 314 GGCCGTCGHT COLAGAGACE
Query 241 GGAGGAGCCT GACAGCTTGG
Shjct 374 GGAGGAGCCT GRCAGCTICS
Query 301 TATTGTGGGG GCCCAGATGA
Sojer 431 TATTGIGESE GCCCAGATGA
Query 361 CATCCCATCT GAAAAACAAC
Sojct 494 CATCCCATCT GRARRACAAC
Query 421 GCTTCAGGAA TACARATGTIG
Shict 554 GCTICAGGAA TACRATTTS
Query 480 AGACTCA-CC TCCCTTC-TG
Sbjet 614 AGACICACCE TCCCTCOTIG
Query 536 GGTGGGGG-A TCCCCCCCTG
Sofct 674 GOTGGGGGER TTCCLCECTG
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IRALOO9P10 pOTB7 F.A02 110415135M
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BC003133 vs IRALOO9P10 pOTB7 R.BOZ 110415135M Alignment 2011/04/18 10:09:05

[ GENETYX Homology Data ]

Date 2011.04.18

Query Seqguence
File Name
Sequence Name
Sequence Size

BC003133
3702

Target Seguence
File Name
Sequence Name

IRALOO9P10 pOTB7 R.BOZ 110415135M
IRALOO9P10 pOTB7 R.BOZ 110415135M (complement)

Sequence Size 722

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 3121 - 3702
Sbjct Range: 1 - 582
584 bp, INT.Score: 1788, OPT.Score: 2272
Identity: 580 / 584 (99%)
Strand: Plus / Minus
Query 3121 AACAACAGCAR GAAGAGGCCA TGTCCCGAGG TCCACCTCCT GCTCCTGAGG GGGGCTCCCG 3180

Chrrrrrrer o rrerrrer rrerrere e rrrrrr et e e e e e

Sbjct 1 AACAACAGCA G-AGAGGCCA TGTCCCGA-G TCCACCTCCT GCTCCTIGAGG GGGGCTCCCG 58
Query 3181 GGATGAACAG GATGGAGCTT CAGCTGAGAC AGAACCTTGG GCAGCTGCAG TCCCCCCAG- 3239
Soict 59 CGATGAACAG GATGGAGCTT CAGCTGAGAC AGRACCTTGS GCAGCTGUAG TCCCOCCAGA 118
Query 3240 AATGGGTCCC TATTAT-CCA GCAGGACATT CAGAGCCAGC GGAAGGTGAA ACCGCAGCCC 3298
Sbjct 119 AATGGGICCC TATTATCCCA GCAGGACATT CAGAGCCAGC GGARGGTGAA ACCGCAGCCC 178
Query 3299 CCTCTGAGTG ATGCCTACCT CAGTGGTATG CCTGCCAAGA GACGCAAGAC GATGCAGGGT 3358
Sbjot 179 CCTCTGAGTG ATGCCTACCT CAGTGGTATG CCTGCCAAGA GACGAAGAC GATGCAGGST 238
Query 3359 GAGGGCCCCC AGCTGCTTCT CTCAGAGGCT GTGAGCCGGG CAGCTAAGGC AGCCGGAGCT 3418
Sbict 239 GAGGGOCCCE AGCTGOTICT CICAGAGGCT GIGAGCCGGG CAGCTAAGGC AGCCGGAGET 295
Query 3419 CGGCCCCTGA CGAGCCCCGA GAGCCTGAGC CGGGACCTGG AGGCACCAGA GGTTCAGGAG 3478
Shjct 299  CGGCCOCTCA CGAGCCCCCA GAGCCTGAGE COGGACCIGE AGGCACCAGA GGITCAGGAG 358
Query 3479 AGCTACAGGC AGCAGCTCCG GTCTGATATA CAAAAACGAC TGCAGGAAGA CCCCAACTAC 3538
Sbjct 359  AGCTACAGGC AGCAGUTCCG GICTGATATA CAAAMACGAC TGCAGGAAGA CCCCAACTAC 418
Query 3539 AGTCCCCAGC GCTTCCCCAA TGCCCAGCGG GCCTTTGCTG ATGATCCTTA GCTCTTTGCT 3598
Sbict 419 AGICCCCAGC GUTICCCCAA TGCCCAGCGG GLCTTIBCTG ATGATCCTIA GCTCTTICCT 478
Query 3599 CTATGGCCCT TCCTCATCAG GGGACCGTTT CCCCCCTCTT CCTTCACAGT ATTTAAGAAA 3658
Sbjct 475  CTATGGCCCT TCCTCATCAS GGGACCGTIT COGCCCICTT COTICACAGT ATTTARGAAR 538
Query 3659 TAARAGTCGG ATTTTTCTGG CAAAAAAAAA AAAAAARNAA AAAR 3702
Sbjct 539  TARAAGICGS ATTTTICIGH CARMMMARAR ARARAARARA ARAA 562



