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1. WE

AIMBERMA— (Sanger) MFFAYFTE, FABERBRBIAFIZXZFREHM
AUEFERFH(T DNA 128N, @i PCR 18, IAEMERRIKGN, REWELSE, X
18R PCR P TR 4Bt , SEFASEE ABI 2 B4 RY 3730XL MRS PCR

R TR

2. HmRS

HRRES Hmimid
CMT64/61 ALt )

3. ScIaMElid

3.1 it
8 = RIS cat.No
BM2000 + DNA Marker fHIaE MD102-01
InfElE Biowest agarose
2 x Taq Master Mix DB P111-01
Primer TRERES
EHEYH DNA BEiFIE RIREMN DP304-02
3.2 FE(N BN HEH
W e cat. No.
PCR {¥ PR RIERHR Genesy 96T
Positive clone U HIREYIRA
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FaE DNA Eik{Y KEENT] EPS300

EER RGN EaR JS-780

Bkes PN /N1

EIRELHL MY TG16-W
4. DNA 12HY

R EFIRIRE N ERERBAF EiRAS.
4.1 DNA [RE1&N

BY 5 ul DNA /AR 1%I7BERE. 1X TAE AKX (BBE 120~180 V) 1&
W, BB—ZF AR DNA SeR kAR, B BT IRIRE A LURE PCR E3K;
4.2 PFRFEIHENREFEE

HEY 1 pl#& OD{#, 0D260/280 £ 1.7~2.0, 1588 DNA REZRWF, M 1.78
|HIBHR, KT 2.0 B RNA 53, —REVENEHS RNA SRARIHE R
PCR,
4.3 SIS

B EIASEFS, (£F3 Snapgene LRI 2 55 PCR {185 |4, BIARIFF
FIEEIT:

1D homo mus rat
=K (bp) 391 bp 150 bp 196 bp
5. PCR¥ig

5.1 {2 (50 i)

& iR
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5*Primerstar Buffer

dNTP (2.5 mM)

Primerstar HS (1 U/ul, Takara)
Primer F (10 uM)

Primer R (10 pM)

Template DNA (£4 100 ng)

*NE ddH0 &

10 ul
4 ul
Tl
Tl
Tl

0.2ul

32.8ul

5.2 RRMFER:

mE (°C)

AdTE)

95

95

60

72

72

3min
30s
30s 30cycle
30s

5min

5.3 EEAREIKIS S

PCR F=HJEX 5 ul 1%IGfEFEEEARER K, EE7kSEL: 150V, 100mA, 10~20 min

FEKIER (WEEIKE).

6. MF

FlsR 45 ul PCR FIEN R A B T—UMFAGIE, £ result group FRSHKES
ER, F+F8 sequence analysis BR{FHITDHT. (EFF5EA : IZEIS{4 (.ab1) BT Chromas
BR{FEE SeqMan FHFTF, FFHILLXIBIAE SeqMan R4,

7. EOER
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negative control positive control CMT6461

M(bp human rat mouse human rat mouse human rat mouse
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7.2 BEESBIEE:
>CMT64/61

TGGT GCTAG CCGCAG GC TTACTATACTACTAACA GACC GCAACCT ARAGACAACT T TCTTTGAT 0OC BT G GAGGAGGGGACCCAAT TCTCTACCAGCAT CTGT TCTGATTCTTTGGGA
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Sequences producing significant alignments Download Selectcolumns ¥ Show 100V | @
select all 700 sequences selected GenBank Graphics Distance free of results ~ MSA Viewer
Max Total Query E Per. Acc.
D ti Scientific N
Setis ] clentiie NaMe Score Score Cover value  Ident Len Accession
v

Mus musculus mitochondrial DNA, complete sequence, cell_line: P29-69-183 Mus musculus 213 213 92%  4e-51 100.00% 16300 AP014540.1

isculus 213 213 92% 4e-51 100.00% 16299 KP.

Mus musculus strain M13 mitochondrion, complete genome Mus 516.1

Mus musculus strain FVB/NJ mitochondrion, complete genome Mus musculus 213 213 92%  4e-51 100.00% 16300 EF108338.1

Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, tRNA-Tyr,... Mus musculus 213 213 92%  4e-51 100.00% 2468 LC061932.1

Mus musculus strain KK/HIJ mitochondrion, complete genome Mus musculus 213 213 92%  4e-51 100.00% 16300 EF108339.1
Mus musculus domesticus strain STLT isolate 1S3782 mitochondrion, complete genome Mus musculus ... 213 213 92%  4e-51 100.00% 16297 OR840771.1
Mus musculus genome assembly, organelle: mitochondrion Mus musculus 213 213 92%  4e-51 100.00% 16301 OX390165.1

Mus museulus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, IRNA-Cys, IRNA-Tyr.... Mus musculus 213 213 92%  4e-51 100.00% 2469 LC061935.1
Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, tRNA-Cys, tRNA-Tyr.... Mus musculus 213 213 92%  4e-51 100.00% 2471 LC061941.1

-
Mus musculus clone P29 mitochondrion, complete genome Mus musculus 213 213 92%  4e-51 100.00% 16300 EU312160.1 §
Mus musculus isolate M.musculus cytochrome oxidase subunit | (Co partial eds; mitochondrial — Mus musculus 213 213 92%  4e-51 100.00% 636 MH727419.1 E
Mus musculus domesticus isolate Cri:CD1(ICR) mitochondrion, complete genome Mus musculus 213 213 92%  4e-51 100.00% 16300 KC663622.1 m
Mus musculus strain NOD/LtJ mitochondrion, complete genome Mus musculus 213 213 92%  4e-51 100.00% 16301 AY533107.1
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