Genome Network Project_Entry clone

RIKEN_clone ID: WO1AO065A15

Vector : pPENTR/D-TOPO Gene TRADD
Accession No.| AK090673.1 1833 bp 1..1833
CcDS 759 bp 625..1383

@ Piasmid DNA purification
Date : (10207 Culture :LB (25 ug/ml Kanamycin) _3 ml —37°C O/N
Date : (10203 Purification : QIAGEN Miniprep kit—dH,0 100 ul
@ Digestion by restriction enzyme / Concentrarion calibration
Date : {i0203

DNA concentration (0.D.)._86.70  ng/ul

DNA .............. i u'

Restriction enzyme (Notl+BssH II ) 0.5+0.5 ul

Buffer H 1 ul

deo 7 UI

Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

Marker : 2-Log DNA Ladder (NEB#N3200L)
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : //0 204 Shipped : 25 ng/ul, 40 ul

lFinaI concentration:25 ng/ul ‘

DNA (36,70 ng/ul) ul
JOXIE 305 u
dH,0 /186 7 ul

Total 305. 2 ul
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Project : GNP
Sample : WO1A065A15_M13.A12_11020410MJ
Result : W01A065A15_M13.A12_11020410MJ

System : System 1

Analyzed Data

& L =R - s TGACCTG ca GC c aQ QoGe G

TEP 17 T LA PR A 1

E. —
1600
Data Points

Analyzed Data

._.'_._-. LW P ol REVAR e =

500 1000

Voctor «|— Insert

S

AAAGCCES CAC T GC TG (=1 coAs GURACCTGCABT TG CRTECHGC (GCG

G

st )

ST 5™ ¥ 0 0 0 WY Y 5L po— oot bt AL

4000 4500

Data Pelnts

Analyzed Data

CACTCOG@TACCGS TG CCQGCACCOAROGET TEEH CGS ao

e A T T E A el LY P

|000 8500 T500

Data Polints
Analyzed Data

GLA @A TABC TAAGE T GG QG GCQC T QCG - CiG " GTGC GGC 1CAGBGEAGCCCE@GEA 'G8ACcCa’ C GGG\ G

et it e bl Ml LUV AA AN, g Ll i 1 o P AT A S wck |

Data Points

RS N

f £ __..}I_.. = .II

238 3 r
CTACGREBCERCIBC T TG TGAC UG CCTCOREC@ca T

GGUGG

SRR S

CQaGIGCGC TG Qs G

Operator : 1.110204.furu
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AK090673 CDS_(625..1383) vs WOLAO65A15 M13.A12 11020410MJ Alignment

[ GENETYX : Homology Data ]

Date

2011.02.04

Query Sequence

File Name
Sequence Name
Sequence Size

Target Sequence

File Name
Sequence Name
Sequence Size

AK090673_CDS_(625..1383)
759

WO1A065A15 M13.A12 11020410MJ

Unit Size to Compare
Pick up Location No.

Query Range:
Sbjct Range:
342 bp,

INT.Score:

Identity:
Strand: Plus / Plus

Query
Sbijct
Query
Sbjct
Query
Sbict
Query
Sbjct
Query
Sbijct
Query

Sbjct

1

178

61

238

121

298

181

358

241

418

301

478

1 - 342
178 - 519

ATGCTGAAGA

EERNRREAN
ATGCTGAAGA

CAGCCCTGTG |

FEETTTTTT
CAGCCCTGTG

AGGAGCCTGG

EEREREREN
AGGAGCCTGG

GCCCAGCAGC

HEEREREER
GCCCAGCAGC

1368,

|
[o))

342 / 342 (100%)

TCCACCGCAG

NERRRREEN
TCCACCGCAG

OPT, Score:

1368

CGACCCGCAG

EERRERERE
CGACCCGCAG

CGCCCAGCAC

EERRRREEE
CGCCCAGCAC

CCGGGATGAA

FEETEITT
CCGGGATGAA

WO1A065A15 M13.A12 11020410MJ
519

GACGAGGAGC

CETTTTETT
GACGAGGAGC

GAACTGGCTG

AERRRRRRN
GAACTGGCTG

TGCAACTGGA

EERRRRRRE
TGCAACTGGA

GCTGCGCGCC

PETTETUIE
GCTGCGCGCC

TTGCATCCTA
EERREREEN

G TTGCATCCTA

2011/02/04 15:37:55
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AK(090673 CDS (625..1383)

[ GENETYX

Date 2011.02.04

Query Sequence
File Name
Sequence Name
Sequence Size

Target Sequence
File Name
Segquence Name

Sequence Size 680

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 242 - 757
Sbjct Range: 3 - 518
516 bp, INT.Score: 2064, OPT.Score:
Identity: 516 / 516 (100%)
Strand: Plus / Minus
Query 242 CCCAGCAGCC CGACCGGCTC
Sbjer 3 CCCAGCAGCC CGACCGGCTC
Query 302 ATCTGAAGTG CGGCTCGGGG
Shjct 63 ATCTGAAGTG CGGLTCGGGS
Query 362 AGCCCCCGGT GCCCTCTCTG
Sojer 123 AGCCOCOGST GLCCTCTCTS
Query 422 CTTTTCTGTT CCAGGGTCAG

|
Shjct 163 CTTITCIGIT CCAGGGTCAG
Query 482 CGTTCGCGCG CTCTGTGGGT
Sbjet 243 COTTCRCGCG CTTGTGGGT
Query 542 GCCGGGCGCT GCGGGACCCG
|
Sbjcr 303 GOCGGGCGCT GLEGGACCCE
Query 602 TGTACGAGCA GGCCTTCCAG
Sbjet 363 TGTACGAGCA GECCTICUAG
Query 662 CGCTGCAGCG CCTGGTGGAG
Shjcr 123 COCTGCAGCS CCTGETGOAG
Query 722 TGCTGGGCCT GACCGATCCC
|

Shjc 483 TGCTGAGECT GACCRATCCC

Homology Data |

AK090673 CDS (625..1383)
759

2064

CGGGATGAAG

AERRRREEN
CGGGATGAAG

GCCCGGGGTG

ERERERE Y
GCCCGGGGTG

CTCAAATGGC

BERRRENE
CTCARATGGC

GCGCTGGACT

RERRRREN
GCGCTGGACT

WO1AD065A15 T7long.B12 11020410MJ
WO1lA065A15 T7long.BlZz 11020410MJ (complement)

GCAAGGTGGG

EERRREEN
GCARAGGTGGG

AGAACGAGCT

EEERERARY
AGRACGAGCT

TGGCCT 757

GAGCCTGAAG

EERRRRERE
GAGCCTGARG

vs WOlAO65A15 T7long.Bl2 11020410MJ Alignment

GCGCTGCGAA

Pilrrrrned
GCGCTGCGAA

GACCAACAGA

LT
GACCAACAGA

CAGCGAGGCT

AERRRREE
CAGCGAGGCT

CGCGAGGGAC

EERRRRANE
CGCGAGGGAC

GCAGAGGACT

I
GCAGAGGACT
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