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1. BE

AIMBFIA—N ( Sanger ) WFRYFTIE |, FIBERABRDLFIEXZFRA
AURERRIFT DNA 128 , Bid PCR ¥ 18 , TSRkl , REWELE |, X3
18R PCR P TIE MR 4B [EFSEE ABI 2B RY 3730XL MUFRHYRS PCR
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2. HmiEsS

HRRES Hmimid
B16F10 AR e =)

3. sCIEMEmid

3.1 EEid
HAIRTR el e S cat.No
BM2000 + DNA Marker HiaE MD102-01
IRfENE Biowest agarose
2 x Taq Master Mix TN TELER YD P111-01
Primer RImEYD
HERZE DNA RERFIS RIREN DP304-02
3.2 EENREMEEM
WE e X BEFiR cat. No.
PCR 1Y PR RPERHY Genesy 96T
Positive clone JUF HHIRETIRAR




B IREEYREIRAT

faE DNA EEik{Y pAN-1/N=1] EPS300

IERRR PRGN EERET JS-780

BRas KIAE]

EIRECM MY TG16-W
4. DNA {EEY

R FFN R RENERRRIAFIZRAT.
4.1 DNA [RE1&

EY 5 ul DNA /&R 1%IRfEME. 1X TAE &FARKREEK ( BBE 120~180 V) &
W EB—5KH B DNA TR  AIRERNFRTHRIAIRERLUKE PCR X ;
4.2 PRHEHENREFLEE

EY 1 ul#& OD {& , OD 260/280 7E 1.7~2.0 , 5iBH DNA FRERYF , /INF 1.7
BEHSHR , AT 2.0 8 RNA 5%, —REPERIERS RNA SRAINEE
PCR,
4.3 SI¥IER

iR LIASE RS |, (£F3 Snapgene ZFIRIT 2 55 PCR {185 |4 , BAARIF
FUSENT :

ID homo mus rat
IR ( bp ) 391 bp 150 bp 196 bp
5. PCR¥1E

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 RREIFER
mE (°C) R1E
95 3min
95 30s
60 30s 30cycle
72 30s
72 Smin

5.3 EEERAIKIS ST

PCR F=HJEY 5 ul 1%IRfEFEET

FEIKINER ( TUERIKE )

6. N

BREEEK |, EBKSEL 1150 V, 100 mA |, 10~20 min

F7R 45 ul PCR FAIENFF AT T—RFIGIE | 1E result group RS LS

B FtHH sequence analysis {45

17557 (ERRBE IEEISH( .abl JATAH Chromas

4% EY, SeqMan FUFFIFF. FHILLXSET A SeqMan 3R44,
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7. SCIS4EER
7.1 SRRSEKEER

positive control

negative control

B16F10

M(b human rat mouse human rat mouse human rat
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7.2 BEESBGR :
>B16F10

TGG CC CAGAAAAATE GT ACC T OCT CAGCGGEG A GRAGAMAG TGT GTTTAGGI T GCGGTCT GI TAGTAGTATAGTAAT GCCT GCGGCTAGCACT GGTAGT GATAATAGGAGCAGTACGGCTGT AATH
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Graphic Summary Alignments Taxonomy
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Sequences producing significant alignments

select all 700 sequences selected

Description
v

Mus musculus domesticus strain DJO isolate FB24 mitochondrion, complete genome
Mus musculus domesticus strain DIK isolate SX4927 mitochondrion, complete genome
Mus musculus mitochondrial DNA, complete sequence, cell line: P29-69-183

Mus musculus strain M13 mitochondrion, complete genome

Mus musculus domesticus strain RZYM isolate SX4141 mitochondrion, complete genome

Mus musculus strain FVB/NJ mitochondrion, complete genome

Mus musculus domesticus strain SINJ isolate 1S16977 mitochondrion, complete genome

0d Mus musculus strain KK/HIJ mitochondrion, complete genome

04 Mus musculus domesticus strain STLT isolate 1IS3782 mitochondrion, complete genome

Mus musculus genome assembly, organelle: mitochondrion

’lls&&ssas&

https://blast ncbi.nlm.nih.gov/Blast.cgi?CMD =Get&ADV_VIEW=yes&ADV VI... RNA-Tro tRNA-Ala. tRNA-Asn. tRN.

Mus musculus mitochondrion DNA, including ND2, tRNA-Trp, tRNA-Ala, tRNA-Asn, {RN...

Select columns ~  Show m (2]

Download
GenBank Graphics Distance tree of results
Scientific Max Total Query E Per. Acc.
Name Score Score Cover value Ident Len
v v v v - - v
Mus musculu... 187 187 84%  2e-43 100.00% 16300
Mus musculu... 187 187 84%  2e-43 100.00% 16302
Mus musculus 187 187 84%  2e-43 100.00% 16300
Mus musculus 187 187 84%  2e-43 100.00% 16299
Mus musculu... 187 187 84%  2e-43 100.00% 16300
Mus musculus 187 187 84%  2e-43 100.00% 16300
Mus musculu... 187 187 84%  2e-43 100.00% 16302
Mus musculus 187 187 84%  2e-43 100.00% 2468
Mus musculus 187 187 84%  2e-43 100.00% 16300
Mus musculu... 187 187 84%  2e-43 100.00% 16297
Mus musculus 187 187 84%  2e-43 100.00% 16301
..Mus musculus 187 187 84%  2e-43 100.00% 2469

MSA Viewer

Accession

OR840743.1
OR840742.1
AP014540.1
KP260516.1
OR840751.1
EF108338.1
OR840759.1
LC061932.1
EF108339.1
OR840771.1
0X390165.1

LC061935.1
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