Genome Network Project_Full ~Length ¢cDNA clone

RIKEN clone ID: IRAKO68E12

Vector : pCMV-SPORT6 Gene HNRPA1

Accession No.| BC033714.1

1738 bp

1..1738

CDS

963 bp

51.1013

@Plasmid DNA purification

Date : JOI0 20 Culture :LB (100 ug/ml Ampicillin) _3 ml —37°C O/N

Date : ID/Ozf

@Digestion by restriction enzyme / Concentrarion calibration

Purification ;: QIAGEN Miniprep kit—dH,0 100 ul

Date : [0]02]
DNA concentration (0.D).___93.81 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
=

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

<{Expected digestion pattern from BC033714.1>

4339, 1196, 321, 242 bp

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

Date : /0/0 2 Shipped : 25 ng/ul, 40 ul

[Final concentration:25 ng/ulJ
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DNA (93.8! ng/ul) 85 ul
10X TE 3/ 7 ul
dH,0 202 | ul

Total 3/ g ol
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|Project : GNP

Sample : IRAKO68E12_Reverse2.C12_10102212IK
‘Result : IRAK068E12_Reverse2.C12_10102212IK

System : System 1
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Project : GNP
Sample : IRAK068E12_M13.D12_10102212IK
Result : IRAK068E12_M13.D12_10102212IK
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BCO33714.1 vz IRAKOGREIZ ReverseZ.Cl2 101022121K TRAKCEBEIZ M13,DL12 10102212 2010/10/22 16:10:49 BCO33714.1 vs TRAKQGBEL2 Rever

.1z 101022

TRAKOG8E12 M1,

[ GENETYX : Homology Data | Query Sequence

File Name
- uence
Segquence §

Date : Z010.10.22

BCO33714

1738
Qu By Seguence
ryget Sequence
BCU3I3714.1 File Nane : IRAKOBEE .s5eq
1738 Sequence Nanie : TRAKO®S {complemernt)
Sequence Size 724
: Unit Bize to Compare = @
Pick up Location No. = 1 .

Un'u‘ 31'0 to kompﬂm = 6

1135 - 1738
OFT.Score: 2120

Query Range: 1 - 604 Strand: Plln / Minus
Shict Range: 97 - 700

INT.8core: 2382, OPT. 2398 Ounery L1135 ACATGITTTA GACABATACT CATGTGTATG GCCAMAABAC TCGA-GGA-- CTGTA--TTT 1189
601 / €04 (99%) [ I | [ R R FIEE i FIEET T
lus / Plus Sbjct 2 AAATAACTTT CAATGGTGGT ARTGGCGGUA AAAAAARAACT TCGAGEGACC CTGTATTITT 61
Query | CCACGCETCC GCGAAGAAGC ATCGTTARAG TCTCTCTTCA CCCTGCCGTC ATGTCTAAGT 60 Query 1190  GTG-ACTAA- TTGTATAA-C A~GUTTA-TT TTAGTITCTG TTCTCTGGAA AGTGTAAAGE 1244
N N N N N RN R A R N e e R R RN RN AR AN NN
Sbjct 87 CCACGCGTCC GCGARGAAGC ATCGTTARAG TCICTCTICA CCCTECCGTC ATGTCTAAGT 156 Shict 6% GTGAACTNAT TTGTATNACC AGGGTTATTT TTAGTIUCTG TTCTGTGGAA AGTGTAAAGC 121
G 1z0 Query 1245  ATTCCAACAA AGGGTITTAX TGTAGATTIT TTTTITTGCA CCCCATGOTG TTGATTGCTA 1304

PUARLEEEE Pttt PELECTT PP e il N N NN AR RN RN NN R R AR RN

Query 61 (f-f AGTCTCC TAARAGAGCCC GAACAGCTGA GGAAGCTCTT CATTGEAGGG TTGAGC
RE
S TAAAGAG GGAAGCTCTT CA TTTTAA TETAGATTITT TTTITTTGCA CCCCATGCTG TTGATTGCTA 181

GAACAGCTGA

Sbict 147 FA(A STCT TGGAGGSG TTGAGCTTTG 216 Shjct 122 ATTCCCACAR AGGG

Query 121  AAACAACTGA TGAGAGCC
HHHHHHHHH
Sbjct 217  AAACARCTGA TGAGAGCC

CTG AGGAGCCATT TTGAGCAATG GGGARCGCTC ACGGACTGTG 18D Query 1305 AATGTAACAG TCTGRTCGTG ACGCTGAATA AATGTCTTTT TTTT-RATGT GC 1363
RN RN PELEELE ref it PILELVETRT i HJH’MHI\HH!HI
TG AGGAGCCATT TTGAGCAATG GGGAACGOTC ACGGACTGIS 276 Sbhjct 182  AATGTAACAG TCTGATCGTG 2 TTTTRAATGT G

N
GTAAA 241

Query 181 TGGTAATGAG AGATCCABAC ACCAAGCGCT CCAUGEGUTT TGGGTTTGTC ACATATGCCA 240 Query 1364  GIT-AGTCTA CTCITAAGCC ATCTTGGTAA ATTTCCUCAA CAGTGTGAAG 1422
PEVERE FErev e bt IHIHHIHHHHIHIH‘HHIH H\HIIHHIHHH\HIH!I!HI‘H‘HHHHHHHH
Shict ATGAG AGRTCCAAAC ACCAAGCGCT CCAGGGAECTT TGAGTTTGTC ACATATGCCA 336 Skjct 242 GITAAGTCTA CTCTTAAGCC ATCTTGGTAR ATTTCCCCAA CAGTGTGARG 301

CTGEGAGGA GGTHGATGCA GUTATGARATG CAAGGCCACA CAAGGTUGGAT GGAAGAGTTG 300 Query 1423 ‘I‘TCAGGG‘ZCGA
FETRELECEE L et LR e b bbb e e T i b iy RARREREN
Sbjct 337  CTGTGGAGGA GGTGGATGCA GCTATGA CARGGCCACA CRAGGTGGAT GGAAGAGTTG 396 Sojct 302 T'“"' GETGA

TATTTGGAAT TTATATACAR CCTGCTTGGS TGGAGRAGCC 1482
PURELETEEE PR r bt b Lt iy
TATTTGCGAAT TTATATACAA CUTGCTTGEG TEGAGAAGCC 361

Query 301 TGGAACCARA GABAGCTGTC TCCAGAGAAG ATTCTCAAAG ACCAGGTGCC CACTTARCTG 360 Query 1443 ATTGTCTTCG GARACK "1"1 GG TGTAGITGAR CTGATACTTA CTGAAGTTCA 1542
HHIHII\\IHH\HIHH'\HHHHHHHIiHHHHHHHHH HIHHHiH PLCTE bR Tt NERAREERE
Shjck 387 TCGAACUAAA GAGAGCTGTC TCCAGAGAAG ATTCTCAAAG ! P CACTTAACTGC 456 Sbict 362 ATTGTTTTCG G CCTLGE TGTAGTTG CTGATAGTTA © CTGAAGTTCA 421

Query 361  TGAPAAAGAT ATTTGTTAGT GGCATTARAG AAGACACTGA AGAACATCAC CTBAGAGATT 420 Query 1543 CCATTBAAAG GGATTACCCA AGCAARATCA TGGAATGGTT ATAARAGTGA TTGTTGGCAC 1602
PLEETETT 0 TL T FUE T FE Lt LI PLTRIiT R AN N N e e N NN R R A RR RN
Sbjct 457  TGARAARGAT ATTTC I GGCATTAARG AAGACACTGA AGAACAT u‘\k CTRAGAGATT 516 Sbjct 422 COATTAAAAG GGATTACCCAR AGCRAAATC ‘L‘ﬂﬂAATG T ATARAAGTGA TTGTTGGCAC 481

Query 421 ATTTTGAACE GTAT
FLETELEET TPl

ATTGAAGTGA TIGAAATCAT GACTGACCGA GGCAGTGGUA 480 Query 1603  ATCCTATGCA ATATATCTAR ATTCAATANT GGTAC
PEEVVLE T b i e v R i

GAT AARATTATAG M‘u, SAATGA 1662
ELTTLETE L ey fri e \I'I\IH

80 ] 517  ATTTTGRACA GTATGGAARA ATTGAAGTGA TTGARATCAT GACTGACCGA GGCAGTGGCA Sbiot 482 ATCCTATGCA ATATATTTAA ATTGAATAAT CGTACCAGAT AAAATTATAG ATG 541
Query 481 AGARAAGGGH CTTTGUUTTT GTAACCTTTG CTCCGTGGAT ARGATTGTCA 540 Query 1663 AGCTTGTGTA TCCUATTATCA TGTGTAATCA ATAAACGETT TAATTCTCTT GAARABRARA 1722
FELEETV LT T T T PPV e EERARRERR R AN N N N RN R AR R RN R R
Sbjct 577 3 GE CTTTGC TTTG CTCCGTGGAT ARGATTGTCA 636 Sbjet 54z ASCITGTGTA TCCATTATCA TGTGTAATCA ATAAACGATT TAATTCTCTT GAARARARRA 601
' TBGRAAAGCC CTGTCAAAGC 600 Quary AARARAAARA ARAARA 1736

Query 541 TT"‘AGI\}'\J\T}\ CCATACTGTG ARATGGCCACA ACT
HIHIH PEVEEEEEEE P r

iG ;
| UL EEND i FLEEEEE L Tl
CCATACTGTG GGCCACH

']‘Afi]lJmA!j5CC CTGTCARAAG 696 Sbhijct 602 DADAAAAAAA AARAAZL 617

Shict 637

Query 601 BAGA 604
[N
Shict 697 CAGA 700



