Genome Network Project_Full —Length ¢cDNA clone

RIKEN clone ID: IRAKO20H22
Vector : pPCMV-SPORT6
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Project : GNP System : CEQ System Operator : 3.100405.furu
Sample : IRAK020H22_Reverse2.B03_10040510NC _=m=:3m.= CEQ System (Ver. 9.0.25)
Result : IRAK020H22_Reverse2.B03_10040510NC
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Project : GNP System : CEQ System Operator : 3.100405.furu
Sample : IRAK020H22_M13. A03_10040510NC Instrument : CEQ System (Ver. 9.0.25)
Result : IRAK020H22_M13.A03_10040510NC
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[ GENETYX

Nuclecotide Segquence Homology Data

Date : 2010.04.07

lst Nucleotide Sequence

File Name

Seguence Size : 1076

2nd Nucleotide Segquence

File Name

Sequence Size M 619

cnwnmwnmnoncsnmhmlm
Pick up Location No. = 1

: BCO18145.1.gnu

: IRAKOZ0H22 Reverse2.B03_10040510NC.fasta

[ 534 / 539 bpl INT/OPT.Score : < 1580/ 2094 >
1 A RGARCGTTGA GGGCACGAGT CGGGTCCTGA GACCAGGTCC
wkdkk kb hkr whdkhk kb whdkhkhrhd kb ddkE S
61" ATCGTCGACC CRCGCGTCCG AGAACGTTGA GGGCACGAGT CGGGTCCTGAR GACCAGGTCC
41' TCAGCCAGCA GAGCCACGTT CCTTATGAGC ACCGTGGGTT TATTTCATTT TCCTACACCA
ww ok kE ko ko whw ok k ok kK SRR EEE RS S A SRS L L2 RS ST E SRS S
121" TCAGCCAGCA GAGCCACGTT CCTTATGAGC ACCGTGGGTT TATTTCATTT TCCTACACCA
101' CTGACCCGRA TATGCCCGGC GCCATGGGGA CTCCGGCTTT GGGAGARGCT GACGTTGTTA
khkr Rk A kN Ak kdE kA ek v kb hEdEk whhd bRk d e I A2z S R EE SRR R RS
161" CTGACCCGAAR TATGCCCGGC GCCATGGGGA CTCCGGCTTT GGGAGAAGCT GRCGTTGTTA
161' TCCCCAGGAA TAGCTGTCAC TCCGGTCCAG ATGGCAGGCA AGARGGACTA CCCTGCACTG
bbb wwnbhk Frrbbhbbbd kA ke r b A d Ah ko E kb IR R R R R IR R LS
241" TCCCCAGGAA TAGCTGTCAC TCCGGTCCAG ATGGCAGGCA AGARGGACTA CCCTGCACTG
221' CTTTCCTTGG ATGAGBATGA ACTCGARGAG CAGTTTGTGA AARGGACRACGG TCCAGGGGGC
dhb bk bkt Ak d bbb bEd hEk Ak E A e AR AE A A AN R AR E AR e R S R RS R R &
301" CTTTCCTTGG ATGAGAATGA ACTCGAAGAG CAGTTTGTGA AAGGACRCGG TCCAGGGGGC
281' CAGGCAACCA ACARARACCAG CAACTGCGTG GIGCTGAAGC ACATCCCCTC AGGCATCGTT
I EEEET R R R RIS S R R R R SRR R SRR R R LS S B khkkk kbbb n kA E b ER
361" CAGGCARACCA RACARARCCAG CAACTGCGTG GTGCTGAAGC ACATCCCCTC AGGCATCGTT
341" GTARAGTGCC ATCAGRCRAG ATCAGTTGAT CAGAACRGAR AGCTAGCTCG G--ARARATCC
AT TR R R R L R B S22 E ez 2 R LR R RS SR 1 ISR R R L wEkE Ekw
421" GTARAGTGCC ATCAGACARG ATCAGTTGAT CAGARCAGAA AGCTAGCTCG GARARRATTCC
399' T-AC-AAGAG ARAGTAGATG TTTTCTACAR TGGTGAARRAC AGTCCTGTTC ACARAGAARR
* kk kewkd FEThE A A At bededhd A Ed kbbb A hd Ak k ke ke d ok R AR E R e
481" TAACAAAGAG ARRGTAGATG TTTTCTACAR TGGTGRAAAC AGTCCTGTTC ACARARGAAAR
457" ACGAGAAGCG GCGAAGARAAA AACRRGAAAG GARARAARGA GCAARGGRAR CCCTGGARAR
sk kb wwr R kE kR Ehb R LR AR EE SR SR LR R sk kb whd bbb b R
541" ACGAGRAGCG GCGAAGARAR ARCRAGAAAG GARAARAAGA GCAARGGARA CCCTGGAAAR
517" ARAGAAGCTA CTTAAAGAAC TGTGGGAGTC ARGTARRAAAG GTCCACTGAG ARARGAATTA
I LR s R R R ]
601" AAAGARGCTA CTTAARAGAR
1st Nucleotide Sequence
File Name : BCO18145.1.gnu
Sequence Size : 1076
2nd Nucleotide Seguence
File Name : TRAKO20H22 M13.A03_10040510NC.fasta (Complementary)

Sequence Size 1 617

Unit Size to Compare = 6
Pick up Location No. =1

2010/04/07 17:35:02

[ 499 / 506 bp]
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506"
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IS e TR RN
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ke w ok E

AAAGARATAT

BARCTGTAGT

ko
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RACGGTGCCTC

[EEE ST R R R

ACGGTGCCTC

GGTCAGGAGT

kR E R A A

GGTCAGGAGT
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EEE kAR AW
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CAGGAGAATT

EEE T TR

CAGGAGAATT

ACTCAAGCCT

Mk kEkE ko ww

ACTCRAGCCT

BA

.

ARGGGCGGCC

INT/OPT.Score : < 1252/

RARRRGGTCC ACTGAGAARA GRATTAGAGA

CAGGGAATAA

P

CAGGGAATAA

TTTTGATGRA

E ke ko E

TTTTGATGAA

GARCAGAGRC

Tk ek ek ok

GAACRGAGAC

RCATCTGTAA

dhkkEE ok ka ok

ACATCTGTRA

TTGAGACCAG

bk kT kA Rk W

TTGAGACCAG

CCAGGCATGG

ok EEE A A A

CCAGGCATGG

GCGTGARCCT

FEh Ak h A
GCGTGAARCCT
GGGCARACACC

R e

GGGCRACACC

GCTCTAGAGT

TGGTGGCGAG

R T

TGGTGGCGAG

CTTARRAGAC

ke wwhk ok

CTTAARARGAC

ATGCACGATT

Rk E ko Ek R

ATGCACGATT

TCCCAGCACT

kkh ke ke

TCCCAGCACT

CCTGGCCARC

AR RS R SRR
CCTGGCCAAC
TGGCGGGCAC

hEkE kA

TGGCGGGCAC

GGGAGGCGGA

AR EEE R AR
GGGAGGCGGA
TGGGTGACAG
ARk E

TGGGTGACAG

ATCCCTCGAG

wE e

GGAGA

TTCCATCACC

Ehk kR A
TTCCATCACC
BAC--BARAT

e o Ek

BACARRATTT

CAAGAATAAR

TSR

CARAGAATARA

TTGGGAGGCC

kAR

TTGGGAGGCC

ATGGTGAAAC

Wk k ok kk

ATGGTGRAARC

CTGTAATCCC

[ EEE e e T T Y

CTGTAATCCC

GGTTGCAGTG

kR E AN R
GGTTGCAGTG
AGCAAGACCC

wh kR

BGCAAGACCC

GGGCCCAAGC

1946 >

TTCCARCTGA

FhEEE R kA

TTCCARCTGA

AGCATTATTA

FEk ke w

AGCATTATTA

TA---TTTARA

* IR

TATTTTTTAA
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e R L
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Rk E AR R AR

GAGGCGGGCG
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IR R R RS
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AGCTACTCGG

RS s E R
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AGCTGAGATC

Ak kAN
AGCTGAGATC
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R
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kA ko

TAGTGCTTCA

ATGGTGCACT

Ak kW

ATGGTGCACT

GGCACGGTGG

FrrxEwEh

GGCACGGTGG

GATCACTTGA
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ko Wk ok kR

CTAARARTAC

GAGGCCGRGG

R kR R

GAGGCCGAGG

GCGCCACTGC

LR R R RS R
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ek bk e v

BARRARAARR

CCAGCTTTCT





