Genome Network Project_Full —Length cDNA clone

RIKEN_Clone_ID : IRAKO47N06

Vector : pBluescriptR Gene COL25A1
Accession No. | BC036669.2 | 4644 bp 1.4644
cDS 1491 bp 122.1612
@ Plasmid DNA purification
Date : {2050% Culture : LB (100 ug/ml Ampicillin)_5 ml_-> 37°C O/N
Date : (20H09 Purification : QIAGEN Miniprep kit —> dH,O0 100 ul
@ Digestion by restriction enzyme/Concentrarion calibration
Date : | 20H DA .
DNA concentration (0.D.): 139 ng/ul
DNA [oul
Enzyme (Sacll + Kpnl ) 0.5+ 0.5 ul
Buffer L 1 ul
dH,0 7l
Total 10 ul

Erectrophoresis : 1% agarose gel, 1x TAE Buffer

Marker : 2-Log DNA Ladder (NEB#N3200L)
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{Expected digestion pattern from BC036669.2

2862, 4772 bp
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@ Adjust plasmid DNA solution to 25 ng/ul ~preparation for shipping~

Date: /2 0%2/ Shipped : 25 ng/ul, 40 ul
DNA (131 ng/ul) 79.0 ul
10x TE U3 4 ul
dH,0 2(2.3 ul
Total 443, ul
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» Bi osystems IRAKO47N06_T7_C07_07 Inst Model/Name 3500/3500 Instrument
IRAKO47N06_T7 May 11,2002 09:27AM, JST
S/N G:343 A:197 T:196 C:291 KB_3500_POP7_BDTv3.mob ) May 11,2002 09:54AM, JST
KB.bcp Pts 1451 to 12377 Pk1 Loc:1428 Spacing:10.87 Pts/Panel1350
KB ._.A.\_..m!.. O%HN. - ) ...<m.|qmmo_._ 5.4 HiSQV Bases: 944 _u_m:w Name: mox_moml_d a_x
TGARTA G CG CG T GCG GCCGCAT 7ACT TCG TATAGCATACAT TATACGAAGTTATG GAT CAG GCCRAATCG GC CGAG CTCGAATTICGTCGAG AGCG|GG AGGGGCCACTG T
1 10 19 28 37 46 55 64 73 QT 91 109
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GG GGCCCTCG GAGGTGTCGGTCCT .G AGCTGTCTGGGATTATTTGAG GTGTAGAGGGTG GG AAGC GAAGCCG AG ACG GCCGACCCCGCCA TGC
118 127 136 145 154 163 172 181 190 199 208 217
1196 ‘
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GCTGAARGAAGCACGCAGGG G GAGGGGGCCGGG AGCCCAG AT CCGAGGACCCG ACCCCTG CCG AACAGCATTGTGCCCGGACCATGCCCCCGTGTGCCGTCCTGGCGGCCCT
226 235 244 253 262 271 280 289 298 307 316 325 334
1196 A
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0 L] ANLSATRSAR RN RRANAARY MASUVV MY IVY YV IV YV YUNYUS VY YVYVUVIVEYV I VYV VNIV IVIAN YUY VYNV YUYV Y]
SCTGTCAGTGGTGGCCGTGG TGTCTTGCCTGTACCTGGGTGT GAAAACCAACGACCTCCAGGCGAGEATCGCCGCTCTCGAATCCGCC GGGGCCCCTTCCATTCATCTGCTQ
343 352 361 370 379 388 397 406 415 424 433 442 45
1196
. CTGATACCCTGGATCACCTCAAGACTATGGTGCARAG GT GGAGCGACTTC TGGC TCH TceT ACATATGGCTAA TCGCAAGAGAAGCACCTT
L 460 469 478 487 496 505 mE 523 532 541 550 559
1196
0 .
CAG GTAACTGCCCAGCAGGC CCT CCAGGG AAACGAGGTAAGAGAG GCC GAAGAGGAG A? i‘ﬂmmf.?_ CTGGACAGCCTGGTCCTCAGGGCCCTCCTGGTCC
568 577 586 595 604 613 622 631 640 649 658 667
1196
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S/N G:488 A:530 T:778 C:565
KB.bcp
KB 1.4.1.8 Omu”l_o

IRAK047N06_Reverse2_D07_10
IRAKO47N06_Reverse2
KB_3500_POP7_BDTv3.mob
Pts 1428 to 12436 Pk1 Loc:1405
Version 5.4 HiSQV Bases: 967

Inst Model/Name 3500/3500 Instrument
May 11,2002 09:27AM, JST

May 11,2002 09:54AM, JST
Spacing:10.87 Pts/Panel1350

_u_mﬁm zm:._m mc‘_mom\_‘_ B_x

Printed on: Sat May 11,2002 11:35AM
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CT A TC ICG CC AG CTCG T CCCTCAC TAAAGG G AACAAA AGC T am. ﬂimmm:o ;...__..Q.m.:...mm T m.mam?......_.a TG GCC nm AGCGCTGG
G AG|TTTTTTTTTITTTTTTTCCG AGT CACACATCATCTAT TG G T/ GTTTTGTTTT TARGAAAGCCT GGTCATTGGACCATA 7 \TAGCARAAT TC]
118 127 136 145 154 163 ﬁm 181 190 Go 208 2
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T TTAAAAAT NTAACACACTAAT GATT TAGG AATGCTAT TAAACAGGG AAATAAAATTA' TAGTAGTT GTAT TGTCCATAG AGAAAA A AAGAG AT AC?
17 226 235 244 253 262 271 mmo 289 298 307 316 wmm
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ATCTA x ETTTGETRTCCTTC TGTTTTATTAG?Z TZ I CTPPG CCTTAT T TCCAATGTGICTTTC
334 u& umw 361 370 379 388 397 406 415 424 433 442
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TGTATATTTTCTCA CCTCTATCCAATAACACAC G AL ﬁﬁwﬁ% GGA GTATATT TCTATCAACACAT | [ CAC TTCTTTCATTCACTTAG
451 b_mo 469 478 S.__ 496 505 514 523 532 541 550
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B il b AARTTCTCTATATGI AATGGATGCTTG CATTGTAGTAACCAAAAGTTA AGATTATCCATCACGGTT \GACCTAGCAATTCCAC \ACA AG
559 568 577 586 595 604 613 622 631 640 649 658
1120
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