Genome Network Project_Full —-Length cDNA clone

RIKEN clone ID: IRALO33B06

Vector : pOTB7 Gene

USF1

Accession No.] BC035505.2

1789 bp

1.1789

cDS 933 bp

156..1088

@Plasmid DNA purification

Date : (005 (0

Date : (¢ 0K (|

@Digestion by restriction enzyme / Concentrarion calibration

Purification : QIAGEN Miniprep kit—dH,0 100 ul

Date : \CCH LI
DNA concentration (0.D.):__ 4% .41 ng/ul
DNA 3 ul
Enzyme (BamHI+Bgl I ) 0.5+0.5 ul
Buffer H 1 ul
dH,0 5 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

Marker: 2-Log DNA Ladder (NEB#N3200L)
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<{Expected digestion pattern from BC035505.2 >

1615, (096 , 379 bp

uncut

BamtL+BgET

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

Date : (0092 Shipped : 25 ng/ul, 40 ul

IFinaI concentration: 25 ng/ull

DNA (4. ng/ul)

ul

10X TE (3 ul
dH,0 4q. 7 ul
Total i2z4.7

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

kb
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|Project : GNP System : CEQ System
Sample : IRAL033B06_pOTB7_F.A03_10051310KU

Operator : 2.100513.furu |
Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP System : CEQ System Operator : 2.100513.furu
‘Sample : IRAL033B06_pOTB7_R.B03_10051310KU Instrument : CEQ System (Ver. 9.0.25)
'Result : IRAL033B06_pOTB7_R.B03_10051310KU
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‘ Project : GNP System : CEQ System Operator : 3.100525.furu ‘
Sample : IRAL033B06_GNP49.A11_100525167S Instrument : CEQ System (Ver. 9.0.25)
t!esult : IRAL033B06_GNP49.A11_100525167S
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Textd

[ GENETYX : Nucleotide Sequence Homology Data ]

Date

2010.05.26

1st Nucleotide Seguence
File Name
Sequence Size

: BCO35505.2.gnu
r 178%

Znd Nucleotide Seguence
File Name
Sequence Size

Unit Size to Compare =
Pick up Location No. =

[ 541 / 572 bp]

1t
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49"
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169"
301"
229"
361"
289"
4z1"
349
481"
409"
541"
4697
598"
529°
648"

TTCGGCACGA

GCAGCTGRGA

R e

GCAGCTGAGA

ACCTCCAARA

kE R A EERE AT

ACCTCCARARR

AGARARCAGC

FEEEH AR A

AGAARARCAGC

GGGAAGACCC

ok kW

GGGRAGACCC

CCARCGTCAA

Y

CCARCGTCRA

AGGTGTCTGA

R T

AGGTGTCTGA

CTGCCACTCA

e LT

CTGCCACTCA

TTGACACGGA

whEE wwaw

-TGAC-CGGA

GAGATGGGGC

FEEES wd

GAGAT--GGG

: IRALO33B06_pOTB7_F.R03_10051310KU.fasta
: 685

6
1

INT/OPT.Score : < 1700/ 1926 >

ATGGAGAT

A EE R

GGATGGAGAT

ACCTAGGCCG

EE R

ACCTAGGCCG

GGAGAGGGAG

FhErE Rk b aw

GGAGAGGGAG
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A E ek e
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GAGRARATCG

Er Ak E kR ®
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CGGCCTTGGC

ok kW
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LRSS S S L S]
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ok ko

CRGAGRGATG

TGAARCGGAA

SRR e hh
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LR AR R L8 SR
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ErE kR R EE
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FEA kR kEExE
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GCTATTGCCA

GCATCCAGTC

R T

GCATCCAGTC

AGCTGCCARCC

WA
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W R AR A w
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IR RS R RS
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R T
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EE S TR T

GGGGCAGCTG

GATGGCCAAR

 EEE TR R
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BEed wwh .
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A e E ke,
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[ s s T
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WR AR R
-GGGACA-CT

GCTGAGACGC

FhEE AT ko

GCTGAG-CGC
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tEEEEkE R FE
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CTTCCCCAGC RCGGCAGTGG
* FEEREE Ay EHwEEA
C--TCCCAGC AC-GCAGT-G

AGGGGGTACC

* EEa ek

A-GGGGTACC

ACATCGGGGA

ke ke

—=-ATC-GGGA

TGTTGTTACT

.

TGTTT

GTACAGCTGC ACCCAGGGCT

e

GTCGCTCTG-

1st Nucleotide Seguence
File Name

1 BCO35505.2.gnu

Sequence Size 1 1789

2nd Nucleotide Sequence
File Name
Segquence Size £ 6l7

Unit Size to Compare = 6

Pick up Location No., = 1

: IRALO33BO6_GNF49.A11 1005251675.fasta (Complementary)
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[ 607 / 617 bp]
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ATCTGCTGCT
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kA wh

GCAACTARCT

C--ARCAGCC

* * kEEk

CGGACGAGCC

GGAARGTTCAG

Ak kb E Rk A

GGAAGTTCAG

TGARACACAC

ok w kA

TGAARRCRCAC

GGCCCTTGTG

ErEE A

INT/OET. Score : <

2102/ 2356 >

TCGAGCTCAG TTGCGGCACC ACGGATTAGR GGTCGTCATC

ATGGGGATT-

kRN

ATGGGGATTG

CA-GGGGCTT

T wEE kR

CAGGGGGCTT

TGGGCCCAAG

Rk AR R
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EE R T
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 E
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EkEEEE FA A
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R
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GGCCCACTTG

LA RS AR S 2]

GGCCCACTTG

ARGAATGACHA

ke Ea

GGRATGACA

AGCCCARGGAG

e

AGCCCAGGAG

TGGGACAGGSE

*EEEEEhhE

TGGGACAGGG

TGCAGTGGTG

Wk kR w

TGCAGTGGTG

GCAGCCCCTG

LR R R RS R

GCAGCCCCTG

CTGGACACAC

S

CTGGACACAC

GCTGACAGGT
AE A

GCTGACAGGT

CCCTGGAGCT

EE R R T T

CCCTGGARGCT

GTGAGGGAAG

rE R E AR R

GTGAGGGAAG

GCTGAGGCCT

R R

GCTGAGGCCT

GGGCCTTCCC

KEkk kwkE ok E

GGG-CTTGCC
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ACTTGTGGG

GTCGTTTTTT

FTTTTTTCT]

FICTTUTLTL
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TTTTTTTTAA
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