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TagMan % R 4R 4T & —FF BAZ BRI 4T, KA AR £ A FA4H 695 K
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1. Reporter (R)
2. Quencher (Q)
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% A 69 % kR H 2FAM, TET, VIC, HEX. ###& TagMan-MGB
FAMEZ R ARKRTHAT AR R E0H, XTHoMHEAEREZE (SNP)
A ERARA G AR R o ey B2 BHRFE .

> TagMan#Z4t 4] 69 AR R K ko BAT T EIHME, T3 me R LERE
B RS s AR BT A AT B R bk 2, AT XM ERKRTRGR LmFHK
K=

> MGB#HAT# AR EAA RAERAFERER, AF R ZEKA, TRKKEK
AIERAZ 5052 . B BTIRAT EZ#ZEAMGBEAR A H , T LUK R4 69 TMAR 5
10°C A 4. B A T HEIZRAGTME, MGBIEAT VAL -8 TagMan £ 4+3%
T E 4, BRIEK T oMk, SAEFHEARIT R ERARS B A
AR AIDNARIE B R R A F LT, R ILRKRY Z A S XK. F8
iERA, TagMan MGBR4TAF T & A AT 694 7T VA X 513 . A4 P24,
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Sample Prep: PCR | ] v

- Y -
S minutes; About 60 minutes Analysis
Multiple sample types (Actual genotyping data

from crude lysate from
whole blood)
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FPrepars the total BMNA

\

Perform reverse transcription

\

Evaluate the cDNA

ction mix and load the plate

Prepare the PCR reaction mix

{

Load the plate

Run the real-time PCR reaction

{

Create the plate document/experiment

\

Run the plate

Analyze the results

2

Refer to the user guide for your
real-time PCR instrument

[ | Total BMA

]
L
rvitragen™ VILD™ sDMA Symthesis Kit

Thermal eycler ar
real-time PCR irstrurmeant

Applied Bioayterns™ TagMan™ Master Mis

B

Applied Biogystems™ Openfrray™
reaction plate

System sottware and information CD

Feal-time PCR instrumeant

Applied Biosysterns™ Datafssist™ or
ExpressionSuite™ Software




QPCR

x5 . TagMan™ Universal Master Mix II, with UNG

TagMan® Universal
Mastar Mix |l

25

uDaG Enzyme FCR
incubation activation
Step Cycle (40 cycles)
HOLD HOLD
Denature Anneal/extend

Temp. {*C) 50 a5 45 60
Time (mim:ss) 2:00 10000 15 1200
Volume [pl}) 20 or 504

1 Select appropriate volume for reaction plate.



Fluorescence

| Scatter Plot

Endpoint Fluorescence Scatter Plot
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Thank you!



