Genome Network Project_Full —Length cDNA clone

RIKEN clone ID: IRAKO78M15

Vector : pCMV-SPORT6

Gene UGCGL1

Accession No.] BC041098.1 6684 bp

1..6684

CcDS| 4596 bp

401..4996

@Plasmid DNA purification

Date : (COH2H

Date : (0 pbh2b

Purification : QIAGEN Miniprep kit—dH,0 100 ul

@ Digestion by restriction enzyme / Concentrarion calibration

Date : (c0bh2bH

DNA concentration (0.D.):_190. 18 ng/ul

DNA ( 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 BC041098.1>

4339, €127 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : {0C5H27 Shipped : 25 ng/ul, 40 ul

‘Final concentration: 25 ng/ul ]

(%)

DNA ( 150\ ng/ul) vo ul
10X TE 1.7 ul
dH,0 399.9 ul

Total 516. b ul

Culture :LB (100 ug/ml Ampicillin) _3 ml —37°C O/N
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! ‘ Project : GNP System : CEQ System Operator : 3.100525.furu

Sample : IRAK078M15_Reverse2.D11_100525167S Instrument : CEQ System (Ver. 9.0.25) ‘

Result IRAKO78M15_Reverse2.D11_100525167S
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| Sample :

|
Project : GNP

IRAKO78M15_M13.C01_10052709A9

‘Result IRAKO78M15_M13.C01_10052709A9

System : CEQ System Operator : 3.100527.furu

Instrument : CEQ System (Ver. 9.0.25) |
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Text2

| GENETYX : Nucleotide Seguence Homolegy Data ]

Date : 2010.05.27

1st Nuclectide Sequence
File Name
Sequence Size

i BC0410898.1.gnu

1 6684

2nd Nuclectide Sequence
File Name
Sequence Size

Unit Size to Compare =
Pick up Location No. =

gi

61"

54
121
114!
181"
174"
241"
234!
301"
294"
361"
354"
421"
403"

481"

439 / 453 bp)

TGC

o

GCGTCCGTGC

TCTCACTGGC

EE R

TCTCACTGGC

TCTGGCACTG

ok ek

TCTGGCACTG

TGCGTGTGCC

ok Rk

TGCGTGTGCC

GTGGACARAAG

R R ]

GTGGRCARAG

CGCCTCTACC

HE ARk kS

CGCCTCTACC

CCCCGAGTTG

hk ko kRN

CCCCGAGTTG

: IRRKO78M15 Reverse2.D1l 1005251675.fasta

t 521
(3
L

INT/OPT.Score @ < 1496/

TTTGCGAGGC

kR EEE R R F R

TTTGCGAGGC

GCAGCCTGCA

R

GCAGCCTGCA

TGGCGGACTG

ok ke k ok kR

TGGCGGRCTG

GCGGGTGCGE

kAR R R R R

GCGGGETGCGEE

AGAGGGTTTG

Bk R

AGAGGGTTTG

GTGACTCAGT

R

GTGACTCAGT

CCCTCAGTGG

rkE AR R R

TGGGTGTTGA

SEEE AR Ry

TGGGTGTTGA

CTGCCGCTGC

EEE AR EE L

CTGCCGCTGC

ACCACGGCCC

P T

ACCARCGGCCC

TGCCGGTGAC

Bk Rk

TGCCGGTGAC

GGGCACAAGG

FhEE R E R AR

GGGCACAAGG

TTACCCTCTG

dok ke k

TTACCCTCTG

--TCTTCTTG

EhkEE R,

CCCTCAGTGG

TTTCTTCTTG

GGGAGTTCT~

EEE R E T

GGGAGTTCTG

GGTTGTACTC
LE AR R R R EE RS

GGTTGTACTC

1st Nucleotide Seguence
File Name
Sequence Size

ACTGTT-CTG

AR EhE

GTCGAGCCGC

R R

GTCGAGCCGC

CGCCTCGCCT

AR EE AR

CGCCTCGCCC

GGGCATGGGC

kk bRk

GGGCATGGGC

AGGTACCCAG

Ew ke kR

AGGTACCCAG

CGACCCTGTG

R

CGACCCTGTG

GTGTCCCATC

FrEE AR R

GTGTCCCATC

GCAAGGAG-T

wh kR w R E ok

GCAAGGAGTT

TGGCTGTTCT

kAR

ACTGTTCCTG

: BC041098.1.gnu

: 6684

2nd NHucleotide Sequence
File Name
Seguence Size

TGGCTGTTCT

1662 >

GGGARAGGCG

EhhE Rk E A

GGGAARGGCG

CGCCCTGCCC

dkE ek e

CGCCCTECCC

TGCARGGGAG

FhEwk ko kh

TGCARGGGAG

GGGTGGCGTG

EEk Ak R

GGGTGGCGTG

CCCCTGTCAC

whk Rk E R

CCCCTGTCAC
CCTTCCCCTA
AR E AR R B RS
CCTTCCCCTA
TTG-—====-=
ke

TTGCOCTTTT
CCTCAGTAAA

T

CGTGTCGGCC

EE e TR

CGTGTCGGCC

TGGCGTTGTC

ke

TGGCGTTGTC

ACGCGAGCGG

SRR TR

ACGCGAGCGG

AGGAGGCCTC

EE AR

AGGAGGCCTC

ATTGAGCTTC

P s T

ATTGAGCTTC

TTCGCGAGCG

(A SRS SRS
TTCGCGAGCG
~CTATAARAT

S e T

TTTATAARAT

GGCCGACTCA

: TRAKO78M1S M13.C01_10052709A9.fasta (Complementary)

564

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

[ 454 / 455 bp]

INT/OPT.Score : < 1808/

1814 >

6181' GCCTTTAGTC CCTGCTTTGT GTGTCTTCAC TTCCACAGCC AGTGTTGCCC
-

1"

6241

c

CTCAGGGCAT

T Y

CCCAGGGCAT

ACTTTGCTGG TGAACGGGCT GTAGAGTCTT GAGTATGTTA TTGGCCTAAG TGGGCATGAG

= =

2010/05/27 14:17:22 Text2

5 20
6301
72"
6361
132"
6421
192"
6481"
252"
6541
312"
6601"
Jpzw
6661"
432"

Wk ke k

ACTTTGCTGG

GCCCCAGCAT

FEEE AL AN

GCCCCAGCAT

CACGCTCTGT

ERE R E kR

CACGCTCTIGT

ATACGAGGAG

e R TSRS

ATACGAGGAG

TGATGTGCAG

e T

whE ARk kAR kEEXEERAAER FAEE ke

TGARCGGGCT GTAGAGTCTT GAGTATGITA

CCGACTCCAT CTGCCAGGCT GCAGGGCACH

ke ks RErre BEbBERFIEE Gk E kA

CCGACTCCAT CTGCCAGGCT GCAGGGCACA

R

TTGGCCTAAG

GCAGCACTGG

Frrr v nbE

GCAGCACTGG

[E RS T

TGGGCATGAG

CATAGACAGG

Hh A ek

CATAGACAGG

CTTCCAACGT GCACCAGCCT TTTCTTACAT

EAE AR F R A E A A A EEREEAAE ErkEd kAR

ATTTTGCCTG
LR R R R SR

TTTTTAAAAA
AR R RS E R R R

CTTCCAACGT GCACCAGCCT TTTCTTACAT

AGGGTGCAGA TGGATACTGT GCCCTCACCC

EFhEFEERAAE REEIA R EAEE AR wEEEak

AGGGTGCAGE TGGATACTGT GCCCTCACCC

ACTTTTARGA AATCTTAGTC TTATCACAAA

AER AR AR AR AR AFEEEAEE ke d Ak hEwas

TGATGTGCAG

CCATTTTCAR

Bk Rk

CCATTTTCRA

ACTTTGCTTT

A EE A EE R,

ACTTTTAAGA AATCTTAGTC TTATCACAAA

ATGCARBAGT TAGCCTAGGA AGCCTCCCAG

ErEhE AR R AT EREERREECS REAFFE A A AT

ATGCAAAAGT TAGCCTAGGA AGCCTCCCAG

TATAATTCTG TTARARATTG AGGAGGGGAT

R e

ACTTTGCTTT

ARRCRARARACA

LR R R R AR

AARCARRARCA

TATAATTCTG TTAAAAATTG AGGAGGGGAT

EhE R EE AR bR e

AARAARARAA AARRAGGGCGG CCGCTCTAGA

ATTTTGCCTG
TCCTARGCCA

EE R R T

TCCTARGCCA

TATCAAGTAA

Rk kR E T

TATCAAGTAA

TCATCCTGAA

kTR AT AT
TCATCCTGAA
TAATGAGTAC

kA E Ak

TAATGAGTAC

GTATCCCTCG

TTTTTAAARA

GGTAATATAT

kA E AR,

GGTARTATAT

TTTATTTTTT

hE ok E R R R R

TTTATTTTTT

GGACCTTTTG

EEE ke ke e aw
GGACCTTTTG
AATGARAACA

ok kA E ok

AATGARAACA

BGGGGCCCAA
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