
NIA 15K Mouse cDNA Clone

RIKEN clone ID:H3126Fll
Vector:pSPOR丁 1

● Plasmid DNA puri■ cation

Date:≠ lθ 51θ

Date: /lθ 511

●Digestion by restriction enzyme/Concentrarion ca‖ bration

Date:′ /θ 夕/1 DNA concentraJon(0.D)/′
/θ  ng/ul

Enzyme(NotI+Sa11) 0.5+0.5 ul

Buffer H l ul

dH20 7 ul

TOtal 10 ul

Erectrophoresis: 1%agarose gel,l X TAE Buffer

Marker:2-Log DNA Ladder(NEB#N3200L)
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〈Expected digestion
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pattern from H3126Fll〉

Gene
Accession No.

Culture:LB(100 ug/ml Ampicillin) 3 ml ―→37°C O/N

Puri■cation:QIAGEN Miniprep kit→dH20 100 ul

l ul

】
α
‘
い
ｏ
】
中
．
２

ヤ
Ｓ
Ｏ
‘
３

●Attust plasmid DNA solution to 25 ng/ul ～preparation for shipping～

Date://θ″∠ shpped:25 ng/uL 40 ul

Final concentration:25 ng/ul

DNA(/′ /θ ng/ul)    8牛 O   ul
10 X ttE 3多 _タ ul

22ノ ,牛 uldH20

Total 3373 ul
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BC018577 vs 5723 H3126Fll Reverse2.B01 11051310G7  A■ ignment

[ GENETYX : Homology Data ]

Date : 201■ .05.16

Query Sequence
Fi■ e Name        :
Sequence Name    : Bc018577
Sequence size    : 1971

Target Sequence
Fi■ e Name        : 5723 H3■ 26「 1l Reverse2.B01 11051310G7
Sequence Narrle    : 5723 H3■ 26F■ ■ Reverse2.B01 11051310G7
sequence Size    : 681

Unit Size to Compare = 6
Pick up Location No. = 1

201■ /05/■ 6 09:31:14

Query Range: 699 - 1372
Sbjct Range: 13 - 681
674 bp′  INT,Score: 2325′  OPT.Score:
Identity: 620 / 674 (912)
Strand: P■ us / P■ us

Query  699   TTTGGGTAAC CTGGACAACA
II   I   II   II  I   II

Sbj ct  13    TTACGCCAAG CTCTAATACG

Query  759   ACAGTACATA AGGCTGTACC
|| |   |
CGGGT― ―――C

GAGTTCCACG
IIIIIIIIII
GAGTTGCACG

ATGTCAGCCT
IIIIIIIIII
ATGTCAGCCT

TTGGGAAGGC
IIIIIIIIII
TTGGGAAGGC

AAGGAATGGC
IIIIIIIIII
AAGGAATGGC

GGGGCCCGTG
IIIIIIIIII
GGGGCCCGTG

GATGGTGTGC
IIIIIIIIII
GATGGTGTGC

TTGGACAACA
IIIIIIIIII
TTGGACAACA

CGTGTCCTTC
IIIIIIIIII
CGTGTCCTTC

TAATGCTCAG
IIIIIIIIII
TAATGCTCAG

CCCT  1372
1111
CCCT  681

2349

ACAGCCTGAA
II   II  I
ACTCACTATA

“
CTGTTTCGTG
I II   I
GACTATC― CG
Veι

“

γ← |→

GATGTTCTGA
IIIIIIIIII
GATGTTCTGA

CCACCAGCTA
IIIIIIIIII
CCAGCACCTA

TGGATAATCA
IIIIIIIIII
TGGATAATCA

TGCAGGTTGA
IIIIIIIIII
TGCAGGTTGA

ACTTTGGCCA
IIIIIIIIII
ACTTTGGCCA

AGTGGACTGT
IIIIIIIIII
AGTGGACTGT

ACTCCCACAA
IIIIIIIIII
ACTCCCACAA

CAGTGTCCTG
IIIIIIIIII
CAGTGTCCTG

TCCTGCCAGC
IIIIIIIIII
TCCTGCCAGC

GGTTAACATG
II  II  II
GGGAAACCTG

CCACCGCGGC
IIIIIIIIII
CCACCGCGGC
In`orL

GCCCCTGGGC
IIIIIIIIII
GCCCCTGGGC

CAAGACATGG
IIIIIIIIII
CAAGACATGG

GGGCA3_GATC
IIIIIIIIII
GGGCAAGATC

CCTGGGCACT
IIIIIIIIII
CCTGGGCACT

CATCCAGTAT
IIIIIIIIII
CATCCAGTAT

ATATGAGGAG
IIIIIIIIII
ATATGAGGAG

GAAGAACATC
IIIIIIIIII
GAAGAACATC

GCATAACCGC
IIIIIIIIII
GCATAACCCC

CCAAACGATG
I IIIIIIII
CttCGATG

TTCAACCCGA
I    II I
GTACGCCTGC

TGCACCCTCC
IIIIIIIIII
TGCACCCTCC

CTGAAGAATA
IIIIIIIIII
CTGAAGAATA

AACCTGCGTG
IIIIIIIIII
AACCTGCGTG

AATGCCTGGA
IIIIIIIIII
AATGCCTGGA

CACAGGCAAG
IIIIIIIIII
CAGAGGCAAG

GTGGCGTCCT
IIIIIIIIII
GTGGCGTCCT

CAAGGAACCA
IIIIIIIIII
CAAGGAAGCA

TTCGAGAAAC
IIIIIIIIII
TTCGAGAAAC

ATCACCCTGC
IIIIIIIIII
ATCACCCTGC

AGGATGGCCA
IIIIIII II
AGGATGGGCA

CTCTGGAGGC  758
1    11
AGGTACCGGT  72

GCTTCGAGCT  818
1111111111
GCTTCGAGCT  127

ACACAATTCC  878
1111111111
ACACAATTCC  187

CTTTTGGCTG  938
1111111111
CTTTTGGCTG  247

CGGCTCAGAG  998
1111111111
CGGCTCAGAG  307

TGACAGGAAT  1058
1111111111
TGACAGGAAT  367

ACAAGGTAGC  ll18
1111111111
ACAAGGTAGC  427

GCA_4GGTCTT  l178
1111111111
GCAAGGTCTT  487

CCTTCATGGC  1238
1111111111
CCTTCATGGC  547

GCCTGGAGCT  12 98
1111111111
GCCTGGAGCT  607

GAGGCTGAGG  1358
. ||||||||

NAGGCTGAGG  667

| | |
sbj ct  73    CCGGAATTCC

Query  819   CCTGGGCTGT
IIIIIIIIII

SbJ ct  128   CCTGGGCTGT

Query  879   TGACAGCCAG
IIIIIIIIII

sbj ct  188   TGACAGCCAG

Query  939   GTACCCCCAC
IIIIIIIIII

Sbjct  248   GTACCCCCAC

Query  999   CAACAGTCCC
IIIIIIIIII

Sbjct  308   CAACAGTGCC

Query  1059  CATCACCCAG
IIIIIIIIII

Sbjct  368   CATCACCCAG

Query  ll19  CCACAGTGAT
IIIIIIIIII

Sbj ct  428   CCACAGTGAT

Query  l179  CCAGGGCAAC
IIIIIIIIII

Sbjct  488   CCAGGGCAAC

Query  1239  TCGCTACGTG
IIIIIIIIII

Sbj ct  548   TCGCTACGTG

Query  1299  GCTGGGCTGT
IIIIIIIIII

Sbj ct  608   GCTGGGCTGT

Query  1359  GGCCTCCTGG
IIIIIIIIII

Sbj ct  668   GGCCTCCTGG

1



BC018577 vs 5723 H3126Fll lVJ13.A01 11051310G7  A■ ignment                       201■ /05/16 09:31:55

[ GENETYX : Homo■ ogy Data ]

Date : 2011.05.16

Query Sequence
Fi■ e Name        :
Sequence Name    : BC018577
Sequence Size    : 1971

Target Sequence
Fi■ e Name        : 5723 H3126「 1l M■ 3.A01 1105■ 310G7
Sequence Name    : 5723 H3■ 26「 1l M■ 3.A01 1105■ 310G7 (comp■ ement)
Sequence Size    : 671

Unit Size to Compare = 6
Pick up Location NO。  = 1

Query Range: 1391 - 1970
Sbjct Range: 2 - 581
580 bp′  INT.Score: 2290′  OPT.Score: 2290
1dentity: 575 / 580 (992)
Strand: Plus / Minus

Query  1391  CCTTCTGTGG CTGACGACCT TCTCGGCCTT CCCTCCTGAT TGTACTGGGG CTGGAGGCAG  1450
1111111111 1111111111 111 111111 1111 11111 1111111111 1111111111

Sb」 ct  2     CCTTCTGTGG CTGACGACCT TCTTGGCCTT CCCTTCTGAT TGTACTGGGG CTGGAGGCAG  61

Query  ■451  GAAGGGCCAG GGGATTTCAG AGTTGCCCTT CACCCTTTCC CTCACCCTGC AGCCCCCACA  ■510
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  62    GAAGGGCCAG GGGATTTCAG AGTTGCCCTT CACCCTTTCC CTCACCCTCC AGCCCCCACA  121

Query  151l  GGCCTCCTGC TAGCCCCCTT CTCTCAGGCA TTCTGGGGGA GTTGGACAGG TCTGAGATGA  1570
1111111111 1111111111 1111111111 1111111111 1 11111111 1111111111

Sbj ct  122   GGCCTCCTGC TAGCCCCCTT CTCTCAGGCA TTCTGGGGCTR GCTGGACAGG TCTGAGATGA  181

Query  157■  ATAGAGAAGA AGAGTGAAGT TGGGGTATGT GGGCTATCTG TACCAACCAC CCCAAGTCCT  1630
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbj ct  182   ATAGAGAAGA AGAGTGAAGT TGGGGTATGT GGGCTATCTG TACCAACCAC CCCAAGTCCT  241

Query  1631  AAACTTCCTG CCAGGGCTTG ACTCAGGACT GAAGGGAGCC CCTGACTGCC CATCCCTCTT  1690
1111111111 1111111111 1111111111 1111111111 1111111111 111111111

Sbj ct  242   AAACTTCCTG CCAGGGCTTG ACTCAGGACT GAAGGGACCC CCTGACTCCC CATCCCTCTC  301

Query  1691  TCCACACCAC ACATTCCTCC ATGTTCCATT CCGGGAAGGA GAGGCCCACG TCCGCTTCCT  1750
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  302   TCCACACCAC ACATTCCTCC ATGTTCCATT CCGGGAAGGA GAGGCCCACG TCCCCTTCCT  361

Query  1751  GTCCCTTGGG TCACCAGGTC CTCCCTCTTA TCTCCTGAGA CGCCTCTTGA CCCTTGCACT  1810
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  362   GTCCCTTGGG TCACCAGGTC CTGCCTCTTA TCTCCTGAGA CGCCTCTTGA CCCTTGCACT  421

Query  181l  GGAGCCTCAG TTGACAAGGA GACTGGCGGG TCTGGAGAGG TCGGTGGCTC TGGGTGGTTG  1870
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

Sbjct  422   GGAGCCTCAG TTGACAAGGA GACTGGCGGG TCTGGAGAGG TCGGTGGCTC TGGGTGGTTG  481

Query  ■871  ACAGGTTGGC TGTGGGACCT CTGCTGGCTT GCTACCCAAG TTAACAAGCA GATTCCAAAA  1930
1111111111 1111111111 1111111111 1111111111 1111111111 1111111111

sbjct  482   ACAGGTTGGC TGTGGGACCT CTGCTGGCTT GCTACCCAAG TTAACA3_GCA GATTCCAAAA  541

Query  1931  TACATTCGTG TTCTCCCCTG G…  AAAAAAAAAA  1970
1111111111  111111 111 1111111111 1111111111

Sbjct  542   TACATTCGTG TTCTCCACTG G…  AAAAAAAAAA  581

1


