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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

e TR

2. HmiEsS

HRRES Hmimid
RIN RIR BB

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:

ID homo mus rat
TR N (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 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. ERER

7.1 EEARHRIKEESR :

positive control negative control RIN

M(b human rat mouse human rat mouse human rat mouse
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7.2 BESBER:
>RIN

O T TR Y Y R TIN ﬂ,“ ﬁ.fM
oA u,unnl.ﬂunlumhuluhufl.ml,

o



B TR EEYRIERAT

Graphic Summary Alignments Taxonomy

Sequences producing significant alignments Download

selectall 700 sequences selected

Desciption Scientiff Name S'\gzi(e
v
Rattus norvegicus TLOAAA51YO16 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOADA44YH12 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOACA41YP17 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOADA47YA06 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOACA4YP20 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOAAA45YA08 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOACA66YO022 mRNA sequence Rattus norvegicus 178
Rattus norvegicus strain ACI/Eur mitochondrion, complete genome Rattus norvegicus 178
Rattus norvegicus TLOADA3YL21 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOAAA41YP17 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOACA38YB06 mRNA sequence Rattus norvegicus 178
Henlea nasuta cytochrome oxidase subunit | (COI) gene, partial cds; mitochondrial Henlea nasuta 178
Rattus norvegicus TLOACA46YB24 mRNA sequence Rattus norvegicus 178
Rattus norvegicus TLOACA31YD18 mRNA sequence Rattus norvegicus 178
2 Rattus norveaicus TLOACA43YB20 mRNA seauence Rattus norveaicus 178
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GenBank  Graphics

Total
Score
v

178
178
178
178
178
178
178
178
178
178
178
178
178
178
178

Distance tree of results

Query
Cover
v
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%
100%

100%

E
value
v
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41
9e-41

9e-41

Per.
Ident
v
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%
100.00%

Acc.
Len
1372
1021
1370
1015
870
1135
1035
16309
1017
1010
1147
1479
1108
1197
1182

MSA Viewer

Accession

FQ212684.1
FQ220028.1
FQ216589.1
FQ229707.1
FQ215054.1
FQ213886.1
FQ224425.1
DQ673908.1
FQ221096.1
FQ214385.1
FQ216991.1
GU453372.1
FQ215905.1
FQ217250.1
FQ216408.1
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