Genome Network Project_Full —Length cDNA clone

RIKEN clone ID: IRAK110L15

Vector : pCMV-SPORT6

@Plasmid DNA purification

110419

Date :

Date : //0420

Gene FIGNL1

Accession No.] BC051867.1 3478 bp

1..3478

cDS 2023 bp

312..2336

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 : //0420

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

<{Expected digestion pattern from BC051867.1>

3521, 4339 bp

DNA concentration (O.D.); 252 5? ng/ul

DNA 05 ul
Enzyme (EcoRI+Xhol) 0.5+0.5 ul
iy =
dH,0 7.5 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

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

Date :

/10422

Shipped : 25 ng/ul, 40 ul

|Final concentration: 25 ng/ul ‘

DNA (252.59 ng/ul) E4.0 ul
10X TE 54 9 ul
dH,0 6798 ul

Total 84 g ‘7 ul
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:Project : GNP
Sample : IRAK110L15_Reverse2_2.G05_11042112C2
Result : IRAK110L15_Reverse2_2.G05_11042112C2
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Project : GNP
Sample : IRAK110L15_M13_2.H05_11042112C2
Result : IRAK110L15_M13_2.H05_11042112C2
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BC0O51867 vs TRAK110L1l5 Reverse2 2.G05 11042112C2 Alignment 2011/04/22 09:29:58

[ GENETYX Homology Data ]

Date 2011.04.22

Query Seguence
File Name
Sequence Name
Sequence Size

BCO51867
3478

Target Sequence
File Name
Sequence Name

IRAK110L15 ReverseZ 2.G05 11042112C2
IRAKLI10L15 Reversez 2.G05 11042112CZ

Sequence Size 635

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 566
Sbjct Range: 70 — 635
566 bp, INT.Score: 2264, OPT.Score: 2264
Identity: 566 / 566 (100%)
Strand: Plus / Plus
Query 1 GCCAGCGTCC CACACCAGCC GCAGGTGARA ACCGGCAGAA AGACATTAAG AGATTTTCCT 60
Sbict 70 GOCAGUGICE CACACCAGCC GCAGGTGRAR ACCGGCRGRA AGACATTAAG AGATTTICCT 129
Query 61 GCAGTCACTG CTGGCAGATG ATAGAGCCAG GATTTGAAAG CAGGCAGCCT GGCTCCAGAC 120
Sbjct 130 GCAGTCACTG CTGGCAGATG ATAGAGCCRG GATTTGARAG CAGGCAGCCT GGCTCCAGAC 189
Query 121 CCTGTGCTCT TAACTCCCGT TTTGCATCAA GBACAGAATC CTATGAAAGG CTTGTACAGT 180

| | | |
Sbjct 150 COTGTGLTCT AACTCCCED TTTGCATCAR GRACAGRATC CTATGAAAGG CTTGTACAST 249
Query 181 GCTTGGTACT GAGATAGCAG CATCAAGGAG CATTGTGTAC ATGCAGAAGT GCACAGTACC 240
| |
Sojct 250 GOTIGGTACT GAGATAGEAG CATCAAGGAG CATTGTGIAC ATGCAGRAGT GCACAGTACC 309
Query 241 TGGAGTGAAA CTGCTTGTGT TCGATTTCTG ATACCATTCA TAACTGGCTG TGTGATCTCA 300
Sbjct 310 TGGAGIGAAA CIGCTIGIT TCGATITCTG ATACCATTCA TRACTGGCTS TGTGATCICA 369
Query 301 AAACCTCTAA AATGCAGACC TCCAGCTCTA GATCTGTGCA CCTGAGTGAA TGGCAGARAGA 360
Shjct 370 ABACCICTAA AATGCAGACC TCCAGCTCTA GATCTGIGCA CCTGAGTGAA TCGCAGRAGA 429
Query 361 ATTACTTCGC AATTACATCT GGCATATGTA CCGGACCGAA GGCAGATGCA TACCGTGCAC 420
|

Sbjct 430 ATTACTTUGE ARITACATCT GGCATATGIA CCGGACCGRA GGCAGATGCA TACCGTGCAC 489
Query 421 AGATATTACG CATTCAGTAT GCATGGGCRA ACTCTGAGAT TTCCCAGGTC TGTGCTACCA 480
Sbjct 490 AGATATTAGG CATTCAGTAT GCATGGGCAA ACTCIGAGAT TTCCCAGETC GTGCTACCA 549
Query 481 AACTGTTCAA AAAATATGCA GAGARATATT CTGCAATTAT TGATTCTGAC AATGTTGAAT 540
Sbict 550 AACTGITCAA ARRATATCCA GAGARATATT CTGCAATIAT TGATICTGAC AATGTIGRAT 609
Query 541 CTGGGTTGRAA TAATTATGCA GAAAAC 566
Sbjet 610 CTGGGTTGAA TARTTATGCA GRAAAC 635



BC051867 vs IRAK110L15 M13 2.H05 11042112CZ

[ GENETYX

Date

2011.04.22

Query Seguence
File Name

Sequence Name
Sequence Size

Target Sequence
File Name

Sequence Name
Sequence Size

Hemology Data |

BC051867
3478

Alignment

TRAK110L15 MI13 2.HO05 11042112C2

Unit Size to Compare
Pick up Location No.

Query Range:

Sbjct Range: 2 - 609
609 bp, INT.Score: 1798,
Identity: 592 / 609 (97%
Strand: Plus / Minus
Query 2875 AGCA-AGGTG
Sbjer 2 AGCAGeGETG
Query 2931 GGTTATTTTC
Sojct 62 GOITATTTIC
Query 2991 GTAATACTGC
Sbjcr 121 GTAATACTEC
Query 3051 TATGAARACAT
Sbjer 181  TATCARACAT
Query 3110 TCACTATTAT
Sojct 241  TCACTATTAT
Query 3170 GATGTTTTGT
Sojet 301 GRTGTITTGT
Query 3230 TCAAAGCGTA
Sbjet 361  TCARAGCGTA
Query 3290 CCATGGATGG
Sojor 421 CCATGEATGS
Query 3350 GGTTGTTTAT
Sbjct 481  GGPIGTTTAT
Query 3410 AAAAAATGTA
Sojct 541 AAARAATCTA
Query 3470 AAARADARA
Sbjct 601 AAA%AAAAA

2875 - 3478

OPT.Score:
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IRAK110L15 M13 2.HO05 11042112C2 (complement)
708
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