Genome Network Project_Full ~Length cDNA clone

RIKEN clone ID: IRAK049H14

Vector : pCMV-SPQORT6 Gene
Accession No.] BC030220.1 3015 bp 1.3015
1316 bp 603..1919

@Plasmid DNA purification
Date : {1 03] Culture :LB (100 ug/ml Ampicillin) _ 3 mi —37°C O/N
Date : [(g20 | Purification : QIAGEN Miniprep kit—dH,0 100 ul
@®Digestion by restriction enzyme / Concentrarion calibration
Date : {1 020

DNA concentration (0D 8%.72 ng/ul

DNA [l

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)
kb ‘

<{Expected digestion pattern from BC030220.1>

94, 2964, 4339 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date : / /0203 Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul ‘

DNA (33.72 _ng/ul) 790
10X TE 26 & ul
H,0 /59./

Total _264 é ul
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}Project : GNP

%Sample : IRAK049H14_Reverse2.B11_11020310MX
}Result : IRAK049H14_Reverse2.B11_11020310MX
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Project : GNP
‘Sample : IRAK049H14_GNP22.D11_11020310MX
Result : IRAK049H14_GNP22.D11_11020310MX
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BC030220.1 vs TRAK(Q49H14 ReverseZ2.Bl1l 11020310MX Alignment

[ GENETYX

Date 2011.02.03

Query Sequence
File Name
Sequence Name
Sequence Size

Target Seqguence
File Name
Sequence Name

Sequence Size 668

Unit Size to Compare = 6

Pick up Location No. = 1
Query Range: 1 - 598
Sbjct Range: 71 - 668
598 bp, INT.Score: 2370, OPT.Score:
Identity: 596 / 598 (99%)
Strand: Plus / Plus
Query 1 TGCAGCCGGA GCAGCACCAG
Sbjet 71 TGUAGCCGGA GCAGCACCAS
Query 61 AGCGCACAGG TCTCGAGGGT
Shjct 131 AGCGCACAGS TCTCGAGGGT
Query 121 ACCGGGCTAT AGACACTCAT
Sbjct 191 ACCGGGCIAT AGACACICAT
Query 181 TCCCTTGTGA GCTGTGAACA
Sbict 251 TCCCTICIGA GCTGTGRACH
Query 241 CCATCGCTTT GCTAAATTAT
Sbjct 311 CCATCGOTIT GUIAAATTAT
Query 301 CTGAGTCTAZA TAGATATGTT
Sbjcr 371 CTCAGICTRA TAGATATGIT
Query 361 CACAAGTATG TTAGGCTTCC
Shjct 431 CACAAGTATG TTAGGCTTCC
Query 421 ACTCTTCATA TTTGGTITTTG
Sbjct 491 ACTCITCATA TITGETTTTE
Query 481 CAGAGACCTA CCTACCCGTA
Sbjct 551 CAGAGACCTA CCTACCCGTA
Query 541 AGATCGCAGA TCATAAAGCA

?

Sbjct 611 AGATCGCAGA TCATARAGCA

Homology Data ]

BC030220.1
3015

2383

CAACAGCAAC

EERRRRENN
CAACAGCAAC

CCTTTTGCTT

EEARERERN
CCTTTTGCTT

TTGAGGATCA

AERRRNEEN
TTGAGGATCA

TATCTGCAAT

EERERRREN
TATCTGCAART

CTAAGACAAR

LTI ET
CTAAGACAAA

ACCARAGTCC

NERRRRENY
ACCABAGTCC

AGCTCTGCTT

LEErrert |
AGCTCTGCCT

TRAKO49H14 Reverse2.B11 11020310MX
IRAKO049H14 ReverseZ.B11l 11020310MX

GAAGARAAAGA

NERRRREEN
GAMGABARGA

GAAAAAGCTG

LRI
GAAAAAGCTG

TCAATATACC

I
TCAATATACC

CATATGTGTA

RERRRRRAR
CATATGTGTA

TAGTTTCCAA

PEETTTTET
TAGTTTCCAA

TTACAAARAC

FEEETErEn
TTACAAARAC

CAAGTTGTTA

LR
CAAGTTGTTA

TGAATACGCA

FEEEEEET
TGAATACGCA

GAAGATTACA

ERARARARE
GAAGATTACA

GGAAACAGAC

EERERRRNY
GGAAACAGAC

AACGGGAGAG

FETTTTTIT
AACGGGAGAG

CAAACTAGAC

FEETTTTET
CAAACTAGAC

ACGCCTAACA

EERRRRENN
ACGCCTAACA

CAATATCTTA

LT ETT
CAATATCTTA

ARAARAAAATA

EERRRREEN
AMAABAAATA

AACTAGACAA

ARRRRRRRN
AACTAGACAA

AAGRATTT

FIET T
AAGANTTT

2011/02/03 14:09:27
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BC030220.1 vs IRAKO49H14 GNP22.D11 11020310MX

[ GENETYX

Date 2011.02.03

Query Sequence
File Name
Sequence Name
Sequence Size

Target Sequence
File Name
Sequence Name
Sequence Size

Unit Size to Compare
Pick up Location No.

Query Range:

Sbjct Range: 2 - 626

625 bp, INT.Score: 2494,
Identity: 624 / 625 (99%
Strand: Plus / Minus

Query 2289 ACTCCGCCCA
sojer 2 ACTCCGCCCA
Query 2349 ATAAGGAAAT
Shjct 62 ATAAGGARAT
Query 2409 CCTGTGCTTT
Sbjet 122 CCTGTGCTIT
Query 2469 TGTTAGTGAT
Sojct 182  TGTTAGTGAT
Query 2529 ATATCTTAGC
Sbjcr 242 ATATCTTAGC
Query 2589 GAAAAAAGAA
Sbjct 302  GAARARAGAA
Query 2649 GTAATATGTA
Sbjct 362 GTAATATGTA
Query 2709 TCTAATTCGA
Sbjct 422 TCTAATICGA
Query 2769 CACTGTGCAG
Spjcr 482 CACTOTGCAG
Query 2829 TACATATATA
Sojct 542 TACATATATA
Query 2889 CTTTAACACT
Sbjer 602  CTATAACACT

2289 - 2913

Homology Data ]

BC030220.1
3015

[e)}

OPT.Score:

)

CTGTTACAAG

RERRRRERE
CTGTITACRAG

AGTGAACGTT

RERRREEN
AGTGAACGTT

AGCACTGAGT

NRRRRRENN
AGCACTGAGT

GATTTTTTGT

RERRRRERN
GATTTTTTGT

ATCAGCARAG

BERRRREN
ATCAGCARAG

ACAAGTGTAA

EERRRRENE
ACRAGTGTAA

2494

CAACCAAATA

RN
CAACCAAATA

CTGCCATATT

ERERRRERN
CTGCCATATT

GCTCTGTAAC

EERRRRERN
GCTCTGTAAC

AACAGCCCCC

EEERERENY
AACAGCCCCC

ACTGACATTT

RERRREERN
ACTGACATTT

GTAAGGGCAA

AEERRRERN
GTAAGGGCAA

TAAGATTCCA

BERRRRENY
TAAGATTCCA

AAGAA 2913
RN

AAGAR 626

Alignment

IRAKO49H14 GNP22.D11 11020310MX
IRAKO49H14 GNP22.D11 11020310MX (complement)
626

TCTAAAAGCG

REEREREEN
TCTARAAGCG

TTCAAATGAA

BERRRRARE
TTCARATGAA

ATTTGTGTTA

PETTETTET
ATTTGTGTTA

CGAACGTGCT

ERERRRE
CGAACGIGCT

CCAAAGGACA

EERREREN
CCARAGGACA

CGTCCCTGAA

FEETTEEEE
CGTCCCTGAA

TGAAAGATTT

RERERRANN
TGAAAGATTT

CAAGCCAGTC

FEEEEEETL
CAAGCCAGTC

CTATACAAGA

ERRRRRENN
CTATACAAGA

GTTATTTTTC

FEETTEEET
GTTATTTTTC

CCAGACAATC

LEErErrind
CCAGACAATC

GGCATCAAAG

FTTTTTEET
GGCATCARAG

TTCTAAATGT

LTI ETT
TTCTAAATGT

CATTGTGGGC

ARERERRRN
CATTGTGGGC

TCCCTTCCAA

RN RREEY
TCCCTTCCAA

CTTTGTCTGA

(ERERERN
CTTTGTCTGA

TTGAACTACT

[EEEEEETT
TTGAACTACT

TGTTAATGTA

ERRRRRREN
TGTTAATGTA

AATATCAGTT

LEErrerrnd
AATATCAGTT
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