Genome Network Project_Full —Length ¢cDNA clone

RIKEN_clone ID: IRAK088F08

Vector : pPCMV-SPORT6

@Plasmid DNA purification

Date :

1010 1%

Date :

1010 [9

Gene|] SLC39A6

Accession No.| BC039498.1 1672 bp

1.1672

cDS 1302 bp

309..1610

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

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date :

{0 (0|9

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

<{Expected digestion pattern from BC039498.1>

kb

4339,1715bp

DNA concentration (0.D.)._ b 7. Yh ng/ul

DNA boul
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

' uncut

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

Date :

[0/020

Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul |

DNA (/5745 ng/u) 8.
10X TE 52.7..4
dH,0 3921 ul

Total $29 0
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Project : GNP
| Sample : IRAK088F08_Reverse2.A10_10102010VH
'Result : IRAK088F08_Reverse2.A10_10102010VH
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System : System 1

Analyzed Data
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Operator : 1.101020.furu
Instrument : System 1 (Ver. 9.0.25)

GG GGGGLGLGG GoCaGG Taa QUGCERCGC TG

i R 415 R | ek i 1 5 | P I Lt L]

2000 2500

CCTBCECBCE TGECCACGBCCB T BBGACH /-]

1 ..i REAG, SR | L I SR § - 1 = = . I
s000 5600
o (=] G GO G G G
P - i 1 e . | I i sl 1 i B > S
8000 8500
CcoGT TETC TC TGC oG GGa (=2 G GCCc TC
i I l 1 | i | I L —4 . { -
11000 11800

Wed 10/20/10 13:01:10




Project : GNP
Sample : IRAK088F08_M13.B10_10102010VH
‘Result : IRAK088F08_M13.810_10102010VH
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Operator : 1.101020.furu
Instrument : System 1 (Ver. 9.0.25)
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BC039498.1 vs IRBKOBBFO8_Reverse2.Al0 10102010VH IRAKO8BFO8 M13.B10 10102010° 2010/10/20 13:51:4%6 BC039498.1 vs IRARKOBBFO8 Reverse2.Al0_10102010VH IRAKOBOFO8 M13.B10 10102010VROIRYIGEE&NT3:51:46

[ GENETYX : Homology Data ]

Unit Size to Compare = 6
Date : 2010.10.20 Pick up Location No. = 1
Query Sequence
File Name i
Sequence Name : BC039498.1 Query Range: 1065 - 1672
Sequence Size : 1672 Sbjct Range: 1 - 608
608 bp, INT.Score: 2416, OPT.Score: 2429
Target Seguence Identity: 607 / 608 (95%)
File Name : IRAKOBBFO8 Reverse2.Al0 10102010VH.segq Strand: Plus / Minus
Sequence Name : IRAKOBBF08_Reverse2 . Al0_10102010VH
Sequence Size : 568 Query 1065 TACAATGAAT ATGTACCCAG AGGGTGCAAG AATAAATGCC ATTCACATTT CCACGATACA 1124
PEV R PRt bt et e e ey
Unit Size to Compare = 6 Sbjct 1 TACNATGAAT ATGTACCCAG AGGGTGCAAG AATARATGCC ATTCACATTT CCACGATACA 60
Pick up Location No. = 1
Query 1125 GCCAGT CAGACGATCT CATTCACCAC CATCATGACT ACCATCATAT ATCAT 1184
\\II\\I\\I PEECEEEE e bl \II\II\II] [RERRERERE I\II\\II\
Sbjct 61 CAGACGATCT CATTCACCAC CATCATGA! ACCATCATAT 120
Query Range: 1 - 528
Sbjct Range: 41 - 568 Query 1185 CACCACCACC ARRACCACCA TCCTCACAGT CACAGCCAGC GCTACTCTCG GGAGGA 1244
528 bp, INT.Score: 2112, OPT.Score: 2112 FEVEEEUEEE TR bt b et vl I\il\lll\\
Tdentity: 528 / 528 (100%) Sbjct 121 CACCACCACC AAAACCACCA TCCTCACAGT CACAGCCAGC GCTACTCTCG GGAGGAGC 180
Strand: Plus / Plus
Query 1245 BARGATGCCG GCGTCGCCAC TCTGG GG ATGGTGATAR TGGGTGATGG CCTGCACAAT 1304
Query 1 CGRAGGGGGC GGTGG CGCGGCGCTG CGCGCGGCGG TARTTRAGTGR TTGTCTTCCA 60 FILUEEEEEE Tt \\\\II\\I\ FRLTTIEE R e e ittt
EEERRRERY !\\I\\I\\\ PRELEITEE b rer ettty Sbjct 181 AARGATGCCG GCGTCGCCAC GG ATGGTGATAA TGGGTGATGG CCTGCACAAT 240
Shjct 41 CGRAGGGGGC C CGCGGCGCTG CGCGCGGCGG TAATTAGTGA TTGTCTTCCA 100
Query 1305 TTCAGCGATG GCCTAGCAAT TGGTGCTGCT TTTACTGRAG GCTTATCAAG TGGTTTAARGT 1364
Query 61 GCTTCGCGAA G GCTGCCG GGTGGCTGCG CGGCGCTGCC CCCGGACCGA 120 FITTEELEE Pt bt b bbb bt el
EERERERY \\\l\\ll\{ \I\\I\\II\ PELELEEEE et Shict 241 TTCAGCGATG GCCTAGCAAT TGGTGCTGCT TTTACTGAAG GCTTATCAAG TGGTTTAAGT 300
Shjct 101 GCTTCGCGAA GGCTAGGG GGTGGCTGCG CGGCGCTGCC CCCGGACCGA 160
Query 1365 CTGTGTTCTG TCATGAGTTG CCTCATGAAT TAGGTGACTT TGCTGTTCTA 1424
Query 121 GGGGCAGCCA ATCCARATGAA ACCACCGCGT GTTCGCGCCT GGTAGAGATT TCTCGARAGAC 180 \\II\\I\\I\II\\Illll PELLLEEe rrrerrernt \\\l\ll\}l FITIEVTT
PETCCCITE TPt v et e e vy b Sbjct 301 ACTT! CTGTGTTCTG TCATGAGTTG CCTCATGAAT TAGGT TGCTGTTCTA 360

Sbjct 161 GGGGCAGCCA ATCCRATGAA ACCACCGCGT GITCGCGCCT GGTAGAGATT TCTCGAAGAC 220
Query 1425 CTARAGGCTG GCATGACCGT TAAGCAGGCT GTCCTTTATA ATGCATTGTC AGCCATGCTG 1484

Query 181 ACCAGTGGGC CCGITCCGAG TGGAC CGCCCGTGTG GARCCAARCC TGC 240 PALTEEE b Tt et ||\\\\\||| FCVEEEEEEE Ty
PPl \II\I&\lII |\||\7I1\I\I|III\\\I FETUEETTY \\l\l\r\!\ Sbjct 361 CTABAGGCTG GCATGACCGT TAAGCAGGCT GTCCTTIATA ATGCATTGTC AGCCATGCTG 420
Sbjct 221 ACCAGTGGGC C CCGAG CGCCCGTGTG GAACCRAACC TG 280
Query 1485 GCGTATCTTG GBATGGCAAC AGGRATTTTC ATTG ATGCTGRAAA TGTTTCTATG 1544
Query 241 GCCGGGCCGT GGGACAACGA G CGGAG ACTGTTTCAR TGCATCARAG CTACTGACAT 300 \\II\\I\\I\tI\\ltlI\ (ARAREEREE \ll\lllll\ PEELEEEEEE Pl
PEPECRETTE brrrreetnd I\Iltli\\\\lllll\\\\ FETEEEEERE St Sbjct 421 GTATCTTG GAATGGCAAC AGGRATTTTC ATT ATGCTGAAAA TGTTTCTATG 480
Sbjct 281 GCCGGGCCGT GGGACAACGA G ACTGTTTCAR TGCATCAAAG CTACTGACAT 340
Query 1545 TGGATATTTG CACTTACTGC TGGCTTATTC ATGTATGTTG TTGA TATGGTAAGT 1604
Query 301 CTCATGGCAT GGGCATCCAG GTTCCGCTGA ATGCAACAGA GTTCAACTAT TCCAG 360 FITELTEEEY Tt |11\|\\|\\ NERERENRE \|\|\||\1| NERRERRE
PELCCREEEr Frr et ettt et \\II\I\(II Sbjct 481  TGGATATTTG CACTTACTGC C ATGTATGTTG A TATGGTAAGT 540
Sbict 341 CTCATGGCAT GGGCATCCAG GTTCCGCTGA ATGCAACAGA GTTCARCTAT 400
Query 1605 TTTTAAGAAG TCTTATTACA TTATTGACCA ACAATAAART AGAGAAAATA TTCAARRARAA 1664
Query 361 CCATCATCAA CCARATTGAT GCTAGATCTT GTCTGATTCA TACRAGTGAAR BAGRAGGCTG 420 AERREERE ||i1\\|\\\\||!|l\!\\ FEPPTEL I TRVt b
JETVELEIIE Pt vt H\\I\\Il\ FCPEEEEETE Pl Sbjct 541  TTTTAAGAAG ATTACA TTATTGACCA ACAATAARAT AGAGAARATA TTCRRARARAR 600
Sbjct 401 CCATCATCRA CCARATTGAT GCTAGATCTT ATTCA TACAAGTGAA AAGRAGGCTG 460

Query 1665 ABAAAARAA 1672
Query 421 AAATCCCTCC AAAGACCTAT TCATTACARA TAGCCTG GGT TGGTGGTTTT ATAGCCATTT 480 [NERRERE
PEEELTEEEr Prv et rrprrrretl \\\lH\Il\ JULEEEEEEE Pl Sbjct 601  AAAARAAR 608

Spbict 461 AAATCCCTCC AARGACCTAT TCATTACAAA TAGCC TGGTGGTTTT ATAGCCATTT 520
Query 481 CCATCATCAG TTTCCTGTICT CTGCTGGGGGE GCCTCTCA EZB

PRV v e H\\\l!\l\ EERRNRR
Sbjct 521 CCATCATCAG TTTCCTGTCT CTGCTGGGGG TTATC GCCTCTCA 5&H

Query Sequence

File Name ¥
Sequence Name : BC039498.1
Sequence Size : 1672

Target Sequence
File Name TRAKOSBF08 _M13.B10_10102010VH. seq
Sequence Name : IRAKOSBF08 M13. BlO 10102010VH (complement)
Sequence Size 714



