NIA 15K Mouse cDNA Clone

RIKEN clone ID: H3126F11

Vector : pSPORT1 Gene MFGES8
Accession No.| BC018577 1971 bp 1..1971
CcDS o —
@Plasmid DNA purification
pate - | 10510 Guiture LB (100 ug/ml Ampicillin) _3 ml —37°C O/N
Date : / [ 0 5/ ’ Purification : QIAGEN Miniprep kit—dH,O0 100 ul

@Digestion by restriction enzyme / Concentrarion calibration

Date : // 0 5_/1

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

DNA I ul
Enzyme (Notl+Sall) 0.5+0.5 ul
Buffer H 1ul
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 H3126F11>

unknown, 4339 bp

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

Date : //0 516 Shipped : 25 ng/ul, 40 ul

|Fina| concentration: 25 ng/ul |

DNA ( /0/.0 ng/ul) 84 0 ul
10X TE 33 4 ul
dH,0 22] i ul

Total 33 7 5 ul
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BCO18577 wvs 5723 H3126Fl1l Reverse2.B01 11051310G7 Alignment 2011/05/16 09:31:14

[ GENETYX Homology Data ]

Date 2011.05.16

Query Sequence
File Name
Sequence Name
Sequence Size

BC0O18577
1971

Target Sequence
File Name
Seqgquence Name

5723 H3126F11 Reverse2.B01 11051310G7
5723 H3126F11 ReverseZ.B01 11051310G7

Sequence Size 681

Unit Size to Compare = 6

Pick up Location No. =1
Query Range: 698 - 1372
Sbjct Range: 13 - 681
674 bp, INT.Score: 2325, OPT.Score: 2349
Identity: 620 / 674 (91%)
Strand: Plus / Plus
Query 699 TTTGGGTAAC CTGGACAACA ACAGCCTGAA GGTTAACATG TTCAACCCGA CTCTGGAGGC 1758
Sbjct 13 TTACGCCAAG CTCTAATACG ACTCACTATA GGGARAGCTG GTACGCCTGC AGGTACCGET 7
Query 759 ACAGTACATA AGGCTGTACC CTGTTTCGTE%CCACCGCGGC TGCACCCTCC GCTTCGAGCT 818
Sbjct 73 CCGGARTTCC CBBRT————C GACTATC-CG CCACCGLCGC TGCACCCICC GCTTCCAGET 127

vector &1 = Tnsert
Query 819 CCTGGGCTGT GAGTTGCACG GATGTTCTGA GCCCCTGGGC CTGAAGAATA ACACAATTCC 878
Sbjct 128 CCTGGGTGT GAGTTGCACG GATGTTCTGR GLCCCTGGGC CTGRAGRATA ACACAATTCC 187
Query 879 TGACAGCCAG ATGTCAGCCT CCAGCAGCTA CAAGACATGG AACCTGCGTG CTTTTGGCTG 938
Shjct 16  TGACAGCCAG ATGICAGLCT CCAGCAGCTA CAAGACATGG ARCCTGCGIG CTTTTGGCTS 247
Query 939 GTACCCCCAC TTGGGAAGGC TGGATAATCA GGGCAAGATC AATGCCTGGA CGGCTCAGAG 998
Shjct 248 GTACCCCCAC TTGGGAAGGC TGGATARTCA GGGAAGATC AATGCCTGGR COGLTCAGAG 307
Query 999 CAACAGTGCC AAGGAATGGC TGCAGGTTGA CCTGGGCACT CAGAGGCAAG TGACAGGAAT 1058
Sbjct 305  CAACAGIGOC AAGGRATGGC TGUAGGITCA CCTGGGCACT CAGAGGCAAG TGACAGGRAT 367
Query 1059 CATCACCCAG GGGGCCCGTG ACTTTGGCCA CATCCAGTAT GTGGCGTICCT ACAAGGTAGC 1118
Sbjct 368 CATCACCCAG GGGGCCCGTG ACTITGGCCA CATCCAGTAT GGGCGTCCT ACARGGTAGC 427
Query 1119 CCACAGTGAT GATGGTGTGC AGTGGACTGT ATATGAGGAG CAAGGAAGCA GCAAGGTCTT 1178
Sbjct 428  CCACAGTGAT GATGGTGTGU AGTGGACTGT ATATGAGGAG CAAGGRAGCA GCAAGGICTT 487
Query 1179 CCAGGGCAAC TTGGACAACA ACTCCCACAA GAAGAACATC TTCGAGARAC CCTTCATGGC 1238
| |

Sbjct 488 CCAGGGUAAC TTGGACAACA ACTCCCACAR GAAGRACATC TICGAGAARC CCTICATGGC 547
Query 1239 TCGCTACGTG CGTGTCCTTC CAGTGTCCTG GCATAACCGC ATCACCCTGC GCCTGGAGCT 1298
Sbict 548 TCGCTACOIG COTGICCTIC CAGTGTCOTG GUATAACCGC ATCACCCTGC GLCTGGAGCT 607
Query 1299 GCTGGGCTGT TAATGCTCAG TCCTGCCAGC CCAAACGATG AGGATGGCCA GAGGCTGAGG 1358
Sbjct 0B GCTGGGCTGT TAATGLTCAG TCCTGUCAGC CAARACGATG AGGATGGGCA NAGGCTGAGG 667
Query 1359 GGCCTCCTGG CCCT 1372
Sbjct 666  GGCCTCTGG CCCT 661



BCO18577 wvs 5723 H3126F11 M13.A01 11051310G7

[ GENETYX

Date 2011.05.16

Query Sequence
File Name
Sequence Name
Sequence Size

Target Seguence
File Name
Sequence Name
Sequence Size

Unit Size to Compare
Pick up Location No.

Query Range:
Sbjct Range:
580 bp, INT.Score:

Identity: 575 / 580
Strand: Plus / Minus

2 - 581
2290,

Query 1391 CCTTCTGTGG
Sbjet 2 COMCTGIGS
Query 1451 GAAGGGCCAG
Sbjct 62 GARGGGCCAS
Query 1511 GGCCTCCTGC
Sbjet 122 GeCCTCCTGC
Query 1571 ATAGAGAAGA
Sojct 182  ATAGAGAAGA
Query 1631 AAACTTCCTG
Sbjet 242 AAACTICOTG
Query 1691 TGCACACCAC
Sbict 302 TGCACACCAC
Query 1751 GTCCCTTGGG
Sojct 362 GTCCCTTGGG
Query 1811 GGAGCCTCAG
Sojct 422 GGAGCCTCAG
Query 1871 ACAGGTTGGC
Sbjct B2 ACAGGTTGGC
Query 1931 TACATTCGTG
Sbjct 542 TACAPICGTG

1391 - 1970

(99%

Homeclogy Data ]

BC018577
1971

(o)}
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5723 H3126F11 M13.A01 11051310G7
5723 H3126F11 M13.A01 11051310G7 (complement)
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