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1. W®E

AIMBFIA—N (Sanger) WFRYTIE, FAERARNLFIEXEZFRA
AURERRIFT DNA 128, @id PCR ¥ 18, IistEmikial, REWELE, X
18R PCR P TIE MR 2E4L, (EFSEE ABI 2B RY 3730XL MRS PCR
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2. HmiEsS

HnREsS Hemfiid
MCCOY UAEIEEt a2 i)

3. sCIEMEmid

3.1 EEid
HAIRTR e e S cat.No
BM2000 + DNA Marker [LEBVALES MD102-01
IRfErE Biowest agarose
2 x Taq Master Mix ML) P111-01
Primer RImEYD
EREZH DNA RESFIS RIREN DP304-02
3.2 EENRMNEEM
W X BEFiR cat. No.
PCR 1Y PR RPERHY Genesy 96T
Positive clone JUF HHIRETIRAR
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faE DNA EEik{Y pAN-1/N=1] EPS300

IERRR PRGN EERET JS-780

BRas KIAE]

EIRECM MY TG16-W
4. DNA 128

R EENRIRE N EREERSF SRR,
4.1 DNA BE1ET

BY 5 ul DNA /AR 1%IRBENE. 1X TAE BZHAREIK (EBFE 120~180 V) 1&
M, BB—5HEA DNA SRR, BIERSTIRIEIREDLISE PCR E3K;
4.2 PRHEHEMREFLEE

BV 1 pl#& OD {E, OD 260/280 7 1.7-2.0, i%BE DNA RE®REF, INF 1.7
BERISHE, AT 205 RNA R, —REVENERS RNA SRAFINEE
PCR,
4.3 SIYISRL

iE_ EiASEFS, (£ Snapgene 3{FiRIT 2 55 PCR 7 185140, BIARIE
FHSEINT:

1D homo mus rat
FHIK N (bp) 391 bp 150 bp 196 bp
5. PCR¥i&

5.1 {85 (50 pl)
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BN iR
5*Primerstar Buffer 10 pl
dNTP (2.5 mM) 4 ul
Primerstar HS (1 U/ul, Takara) lul
Primer F (10 uM) Tl
Primer R (10 uM) Tul
Template DNA (£4 100 ng) 0.2ul
*#MNE ddH.0 ZE 32.8ul

5.2 RREItER:
mE (°C) R1E
95 3min
95 30s
60 30s 30cycle
72 30s
72 Smin

5.3 BERCFRIKE ST

PCR F=HJEN 5 ul 1%IRAEFEER

FEKER (WEEIKE).

6. N

BREEEK, EBKSE: 150V, 100 mA, 10~20 min

F7R 45 ul PCR FAPENFF A BT —NRFIGIE, 1E result group RS LS

R, FFFH sequence analysis {45

17T, (SEFFER : IZEIS/4 (.abl) BT A Chromas

4% EY, SeqMan FUFFIFF. FHILLXSET A SeqMan 3R44,
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7. SCIGEESR

7.1 EEARHRIKEESR :

negative control positive control MCCOY

M(b human rat mouse human rat mouse human rat mouse

2000
1000
750
500

250
100

7.2 BEISBRLER:
>MCCOY

TACTATACTACTAA A GACCGCAACCTAAACACAACTTTCTTTGAT CCCGCTGGAGGAGGGGACCCAATT CTCTACCAGCATCTGT TCTGATTCTTTGGGA

cat o
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Graphic Summary Alignments Taxonomy

Sequences producing significant alignments

selectall 100 sequences selected

Description
Mus musculus mitochondrial DNA, complete sequence, cell_line: P29-69-183
Mus musculus strain M13 mitochondrion, complete genome
Mus musculus strain FVB/NJ mitochondrion, complete genome
Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, tRNA-Tyr,
Mus musculus strain KK/HIJ mitochondrion, complete genome
Mus musculus domesticus strain STLT isolate 1IS3782 mitochondrion, complete genome
Mus musculus genome assembly, organelle: mitochondrion
Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, tRNA-Tyr,...
Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, tRNA-Tyr,...
Mus musculus clone P29 mitochondrion, complete genome
Mus musculus isolate M.musculus cytochrome oxidase subunit | (Cox1).gene, partial cds; mitochondrial
Mus musculus domesticus isolate Crl:CD1(ICR)_mitochondrion, complete genome
ﬂ Mus musculus strain NOD/LtJ mitochondrion, complete genome
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Download Select columns ' Show
GenBank Graphics Distance tree of results

Max Total Que Per. Acc.

SCiemifE Name Score Score govz vafue Ident Len
v v v v v
Mus musculus 213 213 92%  4e-51 100.00% 16300
Mus musculus 213 213 92%  4e-51 100.00% 16299
Mus musculus 213 213 92%  4e-51 100.00% 16300
...Mus musculus 213 213 92%  4e-51 100.00% 2468
Mus musculus 213 213 92%  4e-51 100.00% 16300
Mus musculus ... 213 213  92%  4e-51 100.00% 16297
Mus musculus 213 213 92%  4e-51 100.00% 16301
Mus musculus 213 213 92%  4e-51 100.00% 2469
Mus musculus 213 213 92%  4e-51 100.00% 2471
Mus musculu: 213 213 92%  4e-51 100.00% 16300
Mus musculus 213 213 92%  4e-51 100.00% 636
Mus musculus ... 213 213  92%  4e-51 100.00% 16300
Mus musculus 213 213 92%  4e-51 100.00% 16301

MSA Viewer

Accession

AP014540.1
KP260516.1
EF108338.1
LC061932.1
EF108339.1
OR840771.1
0X390165.1
LC061935.1
LC061941.1
MH727419.1
KC663622.1
AY533107.1
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