PMEERS

Species Identification Report

PCR iZ¥IMENRES

t#mlE =

HmRs:

BEFFENRS NI
RERBRK T8 IRB AT 4EARE R 1L

Hmiis: 1
HRER: s
&MIRE: PCrR

EEERa: BIIEREMRRARAE



Bl &EENRERA T

1. HEE
AIMBFIFE—L (Sanger) MFRAYAEE, FBAEREAERERFIEXNNZ PR3
HOREERIHIT DNA 128, @S PCR 1%, IRASKEEE KGN, REWESSE, X

18R PCR P TR 4Bt , SEFASEE ABI 2 B4 RY 3730XL MRS PCR

R TR

2. Hmiws
HEnREsS i
REBRRTIBIRRAT4EARRR £ LAEIEEt el

3. ScIaMElid

3.1 EEixH
iR BER iR cat.No
BM2000 + DNA Marker 1EihE MD102-01
RS Biowest agarose
2 x Taq Master Mix TR ) P111-01
Primer SHERAEY)
HEH DNA EERFIE AR DP304-02
3.2 EE(NEEMEEM
BT YEERIR cat. No.
PCR {¥ P RIERH Genesy 96T
Positive clone PR AEREYIRA
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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

iR EIASEFS, (£F3 Snapgene IHIRIT 2 52 PCR 1854, BEIRRIS
SR

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

5.1 {8Z (50 pl)
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B {1

S5*Primerstar Buffer 10 ul

dNTP (2.5 mM) 4 ul

Primerstar HS (1 U/ul, Takara) Tl

Primer F (10 uM) Tl

Primer R (10 uM) Tl

Template DNA (£3 100 ng) 0.2ul

#ME ddH.0 & 32.8ul
5.2 RREIfER:

BE (°C) A1E)

95 3min

95 30s

60 30s 30cycle

72 30s

72 5min

5.3 EEARE KIS S

PCR F=#HIEX 5 ul 1%IGfEFEEEARER K, EEkSEL: 150V, 100mA, 10~20 min

FEKER (WEEIKE).

6. MF

el 45 ul PCR FHAPIENFE A TIHIT—ANRIGUE, £ result group FFHKEE
ER ., F+F8 sequence analysis BR{FHITDHT. (EFF5EA : IZEIS{4 (.abl) BT Chromas
BR{FEL SeqMan FHFTF, FFHILLXIRIAE SeqMan R4,
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7. SEIGEER
7.1 EEBREBIKESR:
negative control positive control X REX T iBIRA A 4E4RA

Mib human rat mouse human rat mouse human rat mouse
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Rattus norvegicus TLOAAA51YO16 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1372 FQ212684.1
Rattus norvegicus TLOADA44YH12 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1021 FQ220028.1
Rattus norvegicus TLOACA41YP17 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1370 FQ216589.1
Rattus norvegicus TLOADA47YAQ6 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1015 FQ229707.1
Rattus norvegicus TLOACA4YP20 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 870 FQ215054.1
Rattus norvegicus TLOAAA45YAQD8 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1135 FQ213886.1
Rattus norvegicus TLOACAB6YQ22 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1035 FQ2244251
Rattus norvegicus strain AC/Eur mitochondrion, complete genome Rattus norvegicus 178 178 100% 9e-41 100.00% 16309 DQ673908.1
Rattus norvegicus TLOADA3YL21 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1017 FQ221096.1
Rattus norvegicus TLOAAA41YP17 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1010 FQ214385.1
Rattus norvegicus TLOACA38YB0S mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1147 16991.1
Henlea nasuta cytochrome oxidase subunit | (COIl) gene, partial cds; mitochondrial Henlea nasuta 178 178 100% 9e-41 100.00% 1479 GU453372.1
Rattus norvegicus TLOACA46YB24 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1108 FQ215905.1 .
Rattus norvegicus TLOACA31YD18 mRNA sequence Rattus norvegicus 178 178 100% 9e-41 100.00% 1197 FQ217250.1
M Rattus norveaicus TLOACA43YB20 mRNA seauence Rattus norveaicus 178 178 100% 9e-41 100.00% 1182 FQ216408.1
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