Genome Network Project_Full ~Length cDNA clone

RIKEN_clone ID: IRAK119L17

Vector : pPCMV-SPORT6 Gene TCF7L1
Accession No.| BC058894.1 2069 bp 1..2069
cDS 1764 bp 238..2001
@Plasmid DNA purification
Date : {Cil2 Culture :LB (100 ug/m! Ampicillin) __3 ml —37°C O/N

Date : |(pd\3 Purification : QIAGEN Miniprep kit—dH,0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : | 10413
DNA concentration (0.D.)__{97- 34 ng/ul
DNA Il
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

EcoRY+ Xhol

uncut

€ 4.3

« |4
< 0\7
<Expected digestion pattern from BC058894.1>

693, 1419, 4339 bp

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

Date : /104G Shipped : 25 ng/ul, 40 ul

lFinaI concentration:25 ng/ul ‘

DNA ((57.34% ng/ul) 84/' U ul
10x TE 52 9 ul
dH,0 39/ 3 ul

Total 52 8 '7 ul




Project : GNP System : System 1 Operator : 1.110415.furu
Sample : IRAK119L17_Reverse2.E01_11041511JA Instrument : System 1 (Ver. 9.0.25)
‘Result : IRAK119L17_Reverse2.E01_11041511JA
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‘Project : GNP
iSampIe : IRAK119L17_M13.F01_11041511JA
|Result : IRAK119L17_M13.F01_11041511JA
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‘ Operator : 1.110415.furu
Instrument : System 1 (Ver. 9.0.25)
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BC058894 vs IRAK119L17 Reverse2.EQ1l 11041511JA

[ GENETYX

Date

Homology Data ]

2011.04.18

Query Sequence

File Name
Sequence Name
Sequence Size

Target Seguence

File Name
Sequence Name

Sequence Size 302
Unit Size to Compare = 6
Pick up Location No. = 1
Query Range: 1 - 200
Sbjct Range: 101 - 301
201 bp, INT.Score: 692, OPT.Score:
Identity: 198 / 201 (98%)
Strand: Plus / Plus
Query 1 CCCACGCGTC CGGGGGAGCC
PO Err ey et rrrnd
Sbjct 101 CCCACGCGTC CGGGGGAGCC
Query 61 TGCGCCCCGG CCGGGCAGCG
R Er et
Sbjct 161 TGCGCCCCGG CCGGGCAGCG
Query 121 GTTGCGGCGG CTAGCGCAGC
FITPEE e rrrrerinnd
Shjct 221 GTTGCGGCGG CTAGCGCAGC
Query 180 GGCAGGGCGC GGGCGGCTAG
CIETR e T Il
Sbjct 281 GGCAGGGCNC GGGCGGCAAG

TRAK1I19L17 Reverse2.E01 11041511JA
IRAK119L17 Reverse2.E01 11041511JA

BC058894
2069

779

GGGCCCGCAA

I
GGGCCCGCAA

G 200
|
G 301

Alignment

GGGGCCCGAG

PEETTTTET
GGGGCCCGAG

GTCAAACTTT

EEERRRENN
GTCARACTTT

G-CCGGGCCG

RN
GCCCGGGCCG

2011/04/18 09:21:21
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160
120
220
179

280



BC058894 vs IRAK119L17 MI13.F01 11041511JA Alignment

[ GENETYX

Date

2011.04.18

Query Sequence
File Name

Sequence Name
Sequence Size

Target Seguence
File Name

Sequence Name
Sequence Size

Homology Data |

BC058894
2069

TRAK119L17 M13.F01 11041511JA

Unit Size to Compare
Pick up Location No.

Query Range:

Sbjct Range: 2 - 619

618 bp, INT.Score: 2256,
Identity: 609 / 618 (98%
Strand: Plus / Minus

Query 1455 GCAGCTCTAC
Sbict 2 GeAGTTITAC
Query 1512 GAGAGARAAAG
Sojet 62 GAGAGAAAAG
Query 1572 CCTGGCCTCC
St 122 CCIGGCCICE
Query 1632 CAGCCCTGCC
Sojet 182 CAGCCCTGCC
Query 1692 GGCCTCACCA

|

Sbjct 242 GGCCTCACCA
Query 1752 CACCAAACCA
Sojct 302 CACCARACCA
Query 1812 GGCTGCAGCC
Sojet 362 COCTECAGCC
Query 1872 CCCCCTTGGG
Sbjer 422 COCCCTIGRG
Query 1932 CCATGCCCAC
Shjct 482 COATGCCCAC
Query 1992 TGCCCACTAA
Sbjet 512 TGCCCACTAA
Query 2052 TTCAAARAARA
Sbjct 602  TICAAAAAAA

1455 - 2069

1l

&)

OPT.Score:

)

CC-AACCTGG

(L
CCAAACNTGG

AAGAGCAAGA

LT
AAGAGCAAGA

TCCTCCCACG

FEErrererd
TCCTCCCACG

GAAACCCGGG

EEERERERN
GAARCCCGGG

CAGGCCCTCC

RERRREERE
CAGGCCCTCC

GCTCCCCCCG

NERRRRERE
GCTCCCCCCG

2391

TCAG-CCCGG

N R
TCAGCCCCCG

AGCCATGTGT

FEETTTTET
AGCCATGTGT

CTGCCACCCA

FEEEETEEn
CTGCCACCCA

CCCAGCTGGC

PEETETTET
CCCAGCTGGC

GGCAGATGGG

AERRRRERN
GGCAGATGGG

ACCCCTGCAG

FEETTTEET
ACCCCTGCAG

AAAAAAAA 20069

FErrintd
AAAAARRL

619

GACAACTATG

LEEETTrE
GACAACTAAG

TTCGGAGCAA

NERRRRERN
TTCGGAGCAA

TCTCCACTCT

FETETTTET
TCTCCACTCT

CAGCCAGCCT

FEEETTEEE
CAGCCAGCCT

GCTGTCACAT

FITTETTE
GCTGTCACAT

TRAK119L17 M13.F01 11041511JA (complement)
719

GTAAGAAAAA

L e
GTARAAAAAA

CCCCCCGAGA

ERERREE
CCCCCCGAGA

GAA-GAGGARA

LEE i
GAAGGAGGAA

CAGAGGGTGC

EERERREEY
CAGAGGGTGC

TCACCAAGTC

RERRRRENY
TCACCAAGTC

GTAGTAATGA

FEErrrrrnd
GTAGTAATGA

2011/04/18 09:24:05

1511
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601



