Genome Network Project_Full —-Length cDNA clone

RIKEN clone ID: IRAK090I09
Vector : pBluescriptR Gene NCSTN

Accession No.| BC047621.1 3041 bp 1..3041

cDS| 2070 bp 281..2350

@ Plasmid DNA purification

Date : 100721 Culture :LB (100 ug/ml Ampicillin) _3 ml —37°C O/N

Date : 100722 Purification : QIAGEN Miniprep kit—dH,O 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : 100722

DNA concentration (0.D): 25492 ng/ul

DNA i ul
Enzyme (Sac II +Kpnl) 0.5+0.5 ul
Buffer L 1 ul
dH,0 7 ul
Total 10 ul

Erectrophoresis: 1% agarose gel, 1 X TAE Buffer

Marker: 2-Log DNA Ladder (NEB#N3200L)
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<Expected digestion pattern from BC047621.1 >

2862, 3169 bp

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

Date : (00723 Shipped : 25 ng/ul, 40 ul

‘Final concentration: 25 ng/ull

DNA (_83.92ng/ul) | ul
10X TE SO ul
dH,0 (05l

Total 278 ¢ ul



Project : GNP
|Sample : IRAK090109_T7.F02_10072310YN
Result : IRAK090109_T7.F02_10072310YN
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System : CEQ System Operator : 2.100723.para

Instrument : CEQ System (Ver. 9.0.25)
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Project : GNP System : CEQ System Operator : 2.100723.para
Sample : IRAK090I09_Reverse2.G02_10072310YN Instrument : CEQ System (Ver. 9.0.25)
‘Result : IRAK090109_Reverse2.G02_10072310YN
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Textl 2010/07/23 16:058:2 Taxtl 2010/07/23 16:05:20

[ GEMETYX : Nucleotida Sequence Homology Data | 510 520 530 540 550 560
508" CTGCTGGAGAGCAAGCATTT TACCAGGGAT TTAATGGAGAAGC TGARAGGGAGARCCAGT
bate * 2010.07.23 FrestanbasdbanbndrdanbnarsauedbeddrrlerTARR TR b T e e TRk A
601" CTGUTGGRGAGCARSTATTT TACCAGGGATTTAATGGAGAAGC TGAAAGHGAGAACCAGT
1st Nucleotide Segquence 6510 620 630 640 650 660
File Hama 1 BCO47621.1.gno
Sequence Size ;3041 570 580 590 Goo &10 620
569" CGRATTGCTGETCTTGCAGTGTCCTTGACCAAGCCCAGTCCTECCTCAGGOTTCTCTCCT
ond Hucleotide sequence L O e
File Name 3 IRAKOSOI09_T7.F0Z_10072310YN.fasta 661" CGAATTGCTGETCTTGCAGTSTTT
Seguence Size : B84 670 6HO

Unit Size to Compare = &
Pick up Location Mo, = 1

Ist Hucleotide Sequence

File Hama : BCO47821.1.gnu
| 590 / 590 bp) INT/OFT.Scare & < 2360/ 2360 = Sequaence Size : 3041
10 20 2nd Hucleotide Sequence
i AGAGACGGTGTCAGTGEGTAGCUTAGAGA File Hame i TRARNY0I0Y Reverse2.G02 10072310YN.fasta (Complementary)
e AR R R S e A R R e L R ] Saquence Si;e : E‘ia
61" AAATCGECCEAGCTCOANTTCGTCGAGRCCGGAGAGRCGGTETCAGTGETAGCCTAGAGR
v &l 90 100 110 120 Unit Size to Conpare = 6
Pick up Locatlon No. = 1
30 40 50 60 70 80

29' GGCCGCTARCAGACAGGAGCCGAACGLGEGCTTUCECTCAGCAGAGAGGCARAGATGGCTA

e R L L R R R R

121" GGCCGLTARCAGACAGGACCCEAACGEEGEOTTCCGCTCAGCAGAGAGGCARGATGLCTA [ 563 / 563 bp) INT/OPT.Score 1 < 2352, 20B3 >
130 140 150 180 170 180
2470 Z4ED 2490 2500 2510 2520
90 100 110 120 130 144 2461" TTGGGATTAACATARAAGAGTGGAACTATCCAAAAGAGACRGGGAGAARTAARTARATTG
89" CAGCAGGGGGTLECTCTGGGLCTGACCCOGRARAGTCGGEGTCTCCTTCGCCTTCTGTOTT R e R e A B it M Bl o e I s
Thhb vt v s kb rhdrinbraddddbrcatirbrhitadbrnssdibridrldbranrind 1" M;TGGMCTATCCMMGAGACAGGGAGAMTMATMATTG
181" CGGCAGGAGETEECTCTGEEETGACCCREGARGTCGGEGTCTCCTTCGOCTTETGTOTT ) 10 20 30 40
180 200 210 220 230 244
2530 2540 2550 2560 2570 2580
150 160 170 180 190 200 2521' COTCCCTTCCTCCEETCCCCTTTCCCATCACCCCTTCCCCATTTCCTCTTOCTTCTCTAL
149" TCTGCGTCCTACTAGCAGTG TCACTGTCARATGGCGOTACATGGACTTTGTARTAARCCCTT Lt had b AR R LRt A b b ARl A AR L RS R A o LR A ek B R g
1*i"Ql*“*-i-t"ri'll-‘@f!*!li!"‘1&'11""00'4'—00"'.?‘&l‘ﬁ“i".." 44" CCTCLLIJ-"CTLL'(!(A[LLLLIll\‘:CCATCALLLLJILQQCCBTTT\LLLIJ.L&ILLJLIM
241" TCTGOGTCCTACTAGCAGTGTCACTGTCAATGGCGCTACATGLACTTTGTARTARCCCTT 50 60 1 a0 a0 100
250 260 270 280 290 300
2590 2600 2610 3620 2630 2640
210 220 230 240 250 260 2581" TCATGCCAGATTTTGGGATTACAAATAGAAGCTTCTTGCTCCTGTTTARC TCCCTAGTTA
209" TGAGGCACATAGCTGGGTGCCATGTAGAACATGTATCTGTTACGATAAGTGTETGCCCAL ettt i Ho ol otttk e oo ool e et Bl
ity oo e ol ol ool bty i ok il kil e bl bt 104" TCATGCCAGATTTTSGGAT TACAARTAGAAGCTTCTTGCTCCTETT TARCTCCCTAGTTA
301" TGRGGUACATAGCTGGGTGECATGTAGAACATGTATCTGTTACGATARGTGTGTGCCCAA 110 120 130 140 150 160
10 320 330 340 350 360
2650 2660 zZa7u 2680 2690 2700
270 280 290 300 310 320 Z641"' CCCACCOCTAATTTGCCCTTCAGGACCCTTCTACTTTTTCCTTCOTGCCCTGTACCTOTCT
269" GAAATCAGARGAATGGACTTTAATCTCATTTTAGAAAGTTTGTGCAGEGGARRCTCAGTGE tharetisrined if At shidiici et datr el ra sy sl drcaieate ya vl dike
CAF N ENEFNGE R CRRARA TR § 3 ELEVH AV VRS2 4R L LA R ER SRR NS 4 ) 164" CCCACCCTAATTTIGCCCTTCAGGACCCTTCTACT TTTTCCTTCCTGCCCTGTACCTCTET
361" GARATCAGRAGAATGGACTTTAATCTCATTTTAGAAAGTTTGTGCAGGGGARACTCAGTG 170 180 190 200 210 220
370 380 380 400 410 420
2710 2720 2730 2740 2750 2760
330 340 350 360 370 380 2701 CTGCTCCTCACCOCCACCOCTGTACCCAGCCACCTTCCTGACTGLGHARGGACATAAAMGS
329' GH.GBGGR?\GRTBTJ‘\TRTCQCCTTRARTMAGCTCCCTGTGTTCGCCTG(‘TCRECGCC R e e e E R R R
trdtbvrdrrhbrrdrddrrrdrdbbevitirbvrdbadreradiabrantidbranid aqul CTGCTC_CTCMCCCC.\CCCCTGT.F\Cl."l:AGCCACCTTCCTGACTGGGMGGRCATW\AGG
421" GRGAGGRAGATATATATCCCCTTAAATARAACAGCTCCCTETGTTCGCCTGC TCARCGTE 230 240 250 260 270 280
430 440 450 480 470 4B0
2770 2780 2730 ZR00 2810 2820
390 400 410 420 430 440 2761 TTTAATGTCAGGGTCARACTACATTGAGCCCCTGAGGACAGRGGCATUTCTGEGCTGAGT
389" ACTCATCAGATTGOCTGCCAGTUTTCAATTAGTGGAGACACAGSGET TATCCACGTAGTA b X Bt ol el o ol il b S 25 koL i ol
R R N N R 234" TT|1‘MT{__"1'CAGGGTMCTN"ATTGBGCCCCTGAGGMRGGGGCATCTCTGGGCTGMC
481" ACTCATCAGATTGGCTGCCAGTCTTCAATTAGTGGAGACACAGSGGTTATCCACCTAGTA 290 300 310 320 330 340
490 500 510 520 530 240
2830 2840 2850 2880 2870 2880
450 460 470 480 480 500 2821 CTACTGTCTCCTTCCCACTGTCCTTTCTCCAGGCCCTCAGATGGCACATTAGEGTGGGCG
449" GAGRRAGAGGRGGACCTACAGTGEGTATTGACTGATAGCCCCARCCCCCO TTACATGETT bRt ol Al s ol T Bt Tt S il N Bl o il b i ot Rk (Lol
Ll R il B T b ol e ol B oot R e e i ihofe B itk ot et il o i 344" CTACTGTCTCCITCOCACTGTCCTITLTCCAGGCCOTCAGATGGUACATTAGGLTGEENG
541" GAGARAGAGGABGACCTACAGTGOGTATTGACTGATSGCCCCAACCCCCCTTACATGETT 350 360 370 380 340 400
550 560 570 580 590 600
2890 2900 2910 2920 2930 2940
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