Genome Network Project_Full ~Length ¢cDNA clone

RIKEN_clone ID: IRAKO20NO09

Vector : pPCMV-SPORT6

@Plasmid DNA purification

Date : ilC30|

Date : (0302

Gene GCNT3
Accession No.] BC017032.1 2106 bp 1..2106
cDS 1317 bp 309..1625

Culture :LB (100 ug/mil Ampicillin) _ 3 ml —37°C O/N

Purification : QIAGEN Miniprep kit—dH,Q 100 ul

@®Digestion by restriction enzyme / Concentrarion calibration

Date : {{(307

Marker: 2-Log DNA Ladder (NEB#N3200L)

DNA concentration (0.D.);___34.45 ng/ul

DNA foul
Enzyme (EcoRI+Xhol) 0.5+05 ul
Buffer H 1 ul
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer
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<Expected digestion pattern from BC017032.1>

2149, 4339 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : //0309—

Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul |

DNA (3%4- 45 ng/ul)

ul

10X TE 9 9 ul
dH,0 /7.3 ul
Total 9 7 2. ul

Kb




'Project : GNP System : System 1 Operator : 1.110303.furu:
‘Sample : IRAK0O20NOS_Reverse2.D04_11030313B6 Instrument : System 1 (Ver. 9.0.25)

'Result : IRAK020N09_Reverse2.D04_11030313B6
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\
:Project : GNP Operator : 1.110303.furui

‘Sample : IRAK020N09_M13.E04_11030313B6 Instrument : System 1 (Ver. 9.0.25)
‘Result : IRAKO20N09_M13.E04_11030313B6 |

System : System 1
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BC017032.1 vs IRAKO20NO9 Reverse2.D04 11030313B6 Alignment

[ GENETYX

Date

Homology Data ]

2011.03.04

Query Seqguence

File Name
Sequence Name
Sequence Size

Target Seguence

File Name
Sequence Name

BC017032.1
2106

IRAKO20NOS Reversez2.D04 11030313B6

Sequence Size 705

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 591
Sbjct Range: 115 - 703
591 bp, INT.Score: 2156, OPT.Score: 2317
Tdentity: 586 / 591 (99%)
Strand: Plus / Plus
Query 1 GAACATGACC TCAAGGAGCT TCCTGTCAAT
Sbjct 115 GAACATGACC TCRAGGAGCT TCCTGTCAAT
Query 61 ATTARAGAGG AGCCTGAAAC TGTTCCTTGG
Sbjct 175 ATTARAGAGS AGCCTGARAC 16TTCCTTES
Query 121 GGAGGGTTAG AAGATCAGGG GACATGGTTG
Sbjct 235 GGAGGGTTAG BAGATCAGGE GRCATGSTTE
Query 181 TCTTCACTTG GAAACAGAAT CACGCCTTGT
Shjct 295 TCTICACTIG GRRACAGAAT CACGOCTIET
Query 241 TACTAAAGGA TTGTGTCCTC CTCCACCTTC
Sbjet 355 TACTAAAGGA TIGTGTCCIC CTCCACCTTE
Query 301 CTGTGACGAT GGTTCAATGG AAGAGACTCT
Sbjct 415 CTGTGACGAT GGIICRATGE AAGAGACTCT
Query 361 GCTATATGCT GCTGGCCACT GTGGCTCTGA
Sojct 475 GOTATATGCT GCTGGCCACT GTGGCTCTGA
Query 421 ACCACTTGGG TCTGGAGTCC AGGGAATCTC
Sjet 535 ACCACTIGN6 TCTGGAGICC AGGGARTCTC
Query 481 ATTTCCTGAA ACTTCCAGCA AAGAGGTCTA
Sojct 595 ATTICCIGAA ACTICCAGCA AAGAGCICTA
Query 541 AAGAGGCAGT GCTTCAGGCT ATTCTGAATA
Sojct G54 AAGRGGCAGT GO-TCAGGCT ATTCTGAATA

TRAKO20NO9 Reverse2.D04 11030313B6

GAGAAGACCA

ERERRRENN
GAGAAGACCA

ACATCTTATG

EERRERAEE
ACATCTTATG

GAAGAGATCA

LETTTTEET
GAAGAGATCA

GCCAGCTGCA

NERRRRRRN
GCCAGCTGCA

ARRGCCAGTA

PEEEErErnd
AAAGCCAGTA

TCAACTGTTC

NEERRRERN
TCAACTGTTC

ACCTGGAGGT

LT T
CCCTGAAGGT

AATGTCAGAA

FEEEEEENT
AATGTCAGAA

TTACTTGTGG

FEEETTTET
TTACTTGTGG

CTGTAGGAAT

FETTETTTT
CTGTAGGAAT

CAAGAAGAAG

LEEEErErd
CAAGAAGANG

TGGCAAAGAT

REERRRERN
TGGCAAAGAT

AATACCTTTT

RN
AATACCTTTT

GGAGAGAAGC

FECrErErE
GGAGAGAAGC

GTCTCCCATT

EERRERERL
GTCTCCCATT

GCTCTGGGCT

EERRERERN
GCTCTGGGCT

CGAGGGGACC

EEERRREE
CGAGGGGA-C

c 591
|
c 703
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BC017032.1 vs TRAKO20N0O9 M13.E04 11030313B6

[ GENETYX

Date

2011.03.04

Query Sequence
File Name

Sequence Name :
Sequence Size 3

Target Seguence
File Name

Sequence Name

Sequence Size 662

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 1553 - 2106
Shjct Range: 2 - 555
554 bp, INT.Score: 2216, OPT.Score:
Identity: 554 / 554 (100%)
Strand: Plus / Minus
Query 1553 GGTAGATGAT AATGCTCTTC
Sbjct 2 GTAGATGAT ARTGCTCTTC
Query 1613 GACTGAACTT TGAGACACAC
Sbjct 62  GACTGAACTT TGAGACACAC
Query 1673 ACATGCTCAG AACTTGCTGG
Sbjct 122 ACATGCICAG ARCTIGCICE
Query 1733 ATCCTTTAGG ATAAGAGGGC
Sbjct 162 ATCCTTTAGS ATARGAGGGC
Query 1793 ATTGCTGCCT GGGTGAATGC
Sbjet 202 ATTGCTCCT GGGTERATGC
Query 1853 AACTTTCTCA CTAAGTGAGA
Soict 302 PACTITCICA CTARGTGAGA
Query 1913 TGGTAGAGCA CTTGATTTCA
Sbjct 362  TGGTAGAGCA CITGATTICA
Query 1973 CCGTTCCTAA TAATTCCAGG
Sbjct 422  CCGTICCTAR TRATTCCAGS
Query 2033 TCCCTTCTGT ACTGTTAACT
Sbjct 482 TCCLTTCTGT ACTGTTAACT
Query 2093 AARAAAAARA AAAAR 2106
Sbjct 542 AiA;AAAAAA AAAA 555

Homology Data ]

BC017032.1
2106

Alignment

TRAKO20NOS M13.E04 11030313B6

2216

AGTGCTTAGA

EERRERARY
AGTGCTTAGA

ATGAGARACTG

EERRERANE
ATGAGAACTG

GTTGAATGCC

EESRREREN
GTTGARATGCC

TTTGGTAGCG

EERRERARE
TTTGGTAGCG

TARAAATAAA
FEYEETETL
TAARAATAAA

AGAATACCTA

PETEITIEL
AGAATACCTA

TTGTGGGTAA

LTI
TTGTGGGTAA

CTCACCCCTA

FEEETEETT
CTCACCCCTA

TGGAGGAGAA

EERAREREN
TGGAGGAGAA

IRAKO20N09 M13.E04 11030313B6 (complement)

TGGGGCAAGA

FEEETRTTT
TGGGGCAAGA

AGGGCTTTGC

FETTTTETE
AGGGCTTTGC

GAGAGTGAAG

PEETTTEET
GAGAGTGAAG

TTCAAAGTAA

FEEETTTTT
TTCAAAGTAA

AATTCGTGGC

FETTEITTE
AATTCGTGGC

TGCCTTGCAA

FErrrrrrn
TGCCTTGCAA

GAGGGATATG

NERRERRAN
GAGGGATATG

AAGAGAACCT

FLErerrrnd
AAGAGAACCT

AAAAARRRAA

NERRRREEY
ANMARARAARA

2011/03/04 15:36:18
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