Genome Network Project_Full —Length cDNA clone

RIKEN clone ID: IRAL034P23
Vector : pOTB7 Gene WDR60

Accession No.| BC014491.1 3785 bp 1..3785

cpDS| 3201 bp 159..3359

@Plasmid DNA purification

Date : 100823 Culture :LB (25 ug/ml Chloramphenicol) 10 ml —37°C O/N

Date : _ 100824 Purification : QIAGEN Miniprep kit—dH,O 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : 100824 g
DNA concentration (0.D.);_| ()8 7ol ng/ul

DNA | ul
Enzyme (BamHI+Bgl II) 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)

-~ BamtI+Bglll

<Expected digestion pattern from BC014491.1 >

1615, 424, 3547 bp

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

Date : {0 083’7 Shipped : 25 ng/ul, 40 ul

’Final concentration: 25 ng/ul ]

DNA (198.75 ng/ul) 76 ul
10% TE 60,4 ul
dH,0 4467.8 ul

Total bLo4.2 ul



'Project : GNP
Sample : IRAL034P23_pOTB7_R.H11_10082610VK
Result : IRAL034P23 pOTB7_R.H11_10082610VK
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Operator : 2.100826.furu
trument : CEQ System (Ver. 9.0.25)
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[ GENETYX : Nucleotide Sequence Homology |

1Y GCTUCATCGA CATCCAGCAC CTGAAGAGGC GGTGGGCGGE CCCGH

Date : 2010.08.26 il CGAGTGCA

Nucleotlde Sequence 3301 ACAGGCTECG TCT
le Mame : BCO14491.1.gnu b ad e aa

Sequence Size T 3785 9" ACAGGCTGCG TCTGC

S G

GA

vt

CACAAGTAL

R

CACAAGTAGC

A .

TGTGGCCAGA ¢

TG

Sequence 3361 GGGYGTGECT GAGAGGACCG COTTTCTGTA ATGACCCAGA
IRALOB4AE23 pOTBY F.G11_10082610VK. fasta Ak kKKK ARRK AKX FFEF LRI A KRR AN AR A AR Kk kxR A K
: 653 69" CGGGTGTGECT GAGAGGACCG CGTTTCTGTA ATGACCCAGA TTTAAARGAC ATAAGGTGGA

TTTAARAGAC ATARAGGTGGEA

KhEADF kKA Ak kKA KA AKA

21" TARTTCTACA TTTGTGTGCA AGTATATTTA TGTATATAGA CTATGTATAT ATATA

R S A R E R 2 R A R R Y +**&*n«*x*

129" TAATTCTACA TTTCTGTGCA AGTATATITA TG TAGA CTATGTATAT ATATA

Compare = 6
Pick up Loc; ion No. = 1

3481" ATTTATTTTA CATGAATATT TCTITGGTAT TCCC TACATGACTA CTTTTGAC
[ 521 / 522 bpl INT/0ET.Scor v 2082/ 2082 > Kk Rk kES kkk KD kb hkkEArk hkxarhhkkhu K hkChrhk kA KDk hhEEAA FheAr kS k

189" ATTTATTTTA CATGAZTATT TCTTTGGTAT TCCCAGTAAA TACATGACTA CTTTTGACTG

[TCTGG CTCTGCTGET

Ak b kFr kA kkkP Ak kk A%

121" CGGCACGAGG CTGGGCAGTG CTTCTG

t**kt**«&#

' GARACAARGR ACATTCTAGC ATTTACARAA CTTCCAGGS LATETAGAGC CACGTCCAGGE
C(,TGC'TTGTC CIT"‘G/[!L\L!(,J kA kKA kA kR k R F AR TR A EALD ke A A kb kr A kL SR kAR AT AR LR
249" GARACARAGA ACATTCTAGC ATTTACARAA CTTCUAGGGE AATGTAGAGC CACGTCCAGG

(o]

51" CGCY ACG CGCCTC A GCGOG
SRRk LKA RA K kKA KA kR D Ak h kA bk

181" CGCTGGGACGE CGCCTCCCGA AGLEGTGUGEH

CCTCTTCGGEG
kKA Ak ko

CCT

GGG
Ak kH

3601 GTGCICTTTT
STTCGGE GTGGACCGUG EREES A RRE RS
308" GTGCTCTTTT &

AGAGTAT TTCGAGTTAT TTTTAGARCA GTTTAAATAT TGTCACATTA

ckkkd R A AKEXARKA KX X F A kkxkh KAk kKL AHAE HI A kkkE AR

PGAGAGTAT TTCGAGTTAT TTTTAGAACA GTTIAAATAT TGTCACATTA

111 GCCGAGGACA CUGUGC

FARAKK LS S A K K kKPR A

CCGGGECCTGE GGEARGCGAT GGAGCICGGH
Ak Ak & wig % ALADITRRC Rl X Wk i N 3661 CTGCTAGATT TTAAACAGCC TACCATGAAR ATGT
241" CCTGGCCGGE GCCGAGGACA CCGCGGUCGE CCEGEUCTRE GGHAAGCGAT GIAGCCT ARG Tk ViR TR ek Sl ekl Bl el
369" CTGCTAGATT TTARACAG

ATGAACTATT TTCTTATGCA

AkkA A A kA AE A AAARN K Kk K

TACCATGAAR ATGTATCTTA ATGAACTATT TTCTTATGCA

171 AA(\ALJAAGAA CCAARGATGA TACCTGGAAL

Ak kkkkF Aok k kX AkA Kk AR
AAAGATGA TACCT \AA GCAGATG

GATGACC

¥ kA ok

TCAGRAAACA TOTCTGHGOC
F e 3721 TAARGTATSET
TCAGAABACA TCTCTGGGOT R T

429" TARAGTATGT GAACACACGT

CTARATTAAR AGGAATTACT CCACCGCAAA AAAAARMAAAA

Akkhk kAL kA HRT R AL kK AA ‘k»‘(}*A?i*t* hbkk ok ok kA

ANTTAAR AGGAATTACT CCACCGCAAA AAARAAAAAA

301" AAGAGARGAL

Z317

ChG GT GGAAGARAGA ARGCACAGAS AGAAGARGCT GCGTAAGGAG
hkkFAAhbhE Ak kkkthAkk hkFhkdEhhr kkhkhkddhAkk v oA khk ok k¥ ok ke v s Ackkokx 3/81! Ml\_q_z\x
361" ATAC CAG GTGCETTCCAR GGAAGARAGA AAGCAC 5 AGRAGAAGCT GCGTAAGGAG il
489" ARADRCTCGA GGCATCTATG

5 AGABAGAGGT AATGAAATGG CACATGGTCA
291" TCTGAGATGE ACCTTCC ACATRAGGAG CCGAGGTGCA GLGGATCCCGA CTAGGATGCC
ChF ARk k kxR kkkW KD hhkk XEkkRANKAF hktkrd kk kk rhkkEFAAAA K KEA P kxR ELL

121" TCTGAGATGG ACCTTCCTGA ACATAAGGASG CCGAGGTGCE GGGATCCCGA CCAGGATGCC

AGTCCTCG TGGGGAGAGH
Kok kAW kR KA Kk kA x

351" AGSAGCAGAG ACARGGGTUGC CGAAGTCCAL ACCGUTAAGE AL

CA ok kR RS kkk ek ALk ko khkkkk Ak A kA akk Ak kK€ 4
481" AGGAGCAGAG ACBRGGHETGGC COGAAGTCCAC ACCGUTS 5 AGAGTCCTCGE TGGGGACAGG

411" GACACGAGACA CGACAGAGGGA GAGGAGARGA GACGCAARAG ACCGGGAGAA AGARAAGCTG

KA hk W kR AAE Ak FAF K kA hF hF kA kA AT Rk kA kkdkxa kkkhrAAdk A PARKALL A AR
547" GACAGAGACA GACAGAGGGR GAGGAGAAGA GACGCAAAAG ACCOGHAGAA AGAAARGCTG

ATCGAGAGGC AGAAAAGTCT CACAGCAGRG GAAAGG
kk b dkkkd RIckkkFAAKK kA hhFkkbxh Fkk bAoA

ATCCAGAGGL AGRABAGTCT CACAGCAGAG GAAAGGACAG GGG

GGAAAAAGAR

Lk oA

471" ARGCAGRARC

601"

1st Nucleotide Sequence
File Name : BCO144%1.1.9nu
Sequence Size i 3785

Znd Nux leotide Sequence
File Name :
Seruence 5]

ALG34P2Z3 pQTBT7 R.H1I1 10082610VK.Lasta (Complementary)
635

Unit Si
Pick up Loc:

ze Lo Compare = 6
tion Mo. = 1

[ 493 / 493 pp) INT/OFT.Score



