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Applied Biosystems™ QuantStudio” 12K Flex SLB}EE PCR ¢

X i 52 T [ElhT R , M Start > All programs > Applied Biosystems >
QuantStudio 12K Flex > QuantStudio 12K Flex SoftwareFFB#k#. #ANETREE
iE#E “Experiment” TBJ “Create”.

Fle Edit Instrument Analyss Tools Help

[] New Experiment ~  [55 Open... B [ - | g F ] t B

QuantStudio™ 12K Flex B e s

T Q &
E OpenArray® L; ﬁ-‘ b“g ExpressionSuite
Sample Tracker Open OpenArray® Software
Software

ﬂ /‘ﬁ = I
Instrument W C! 96/384/Array Sl TagMan
Create Genotyper
Console Cards
Software

3 = - [
. 4
() y Yl s
¥ i W Create From 4 pigitalsuite
eadiApp Template Software
technologies”

2. % “Setup” THY “Experiment Properties” FiH.
File Edt Instrument Analysis Took Help

New Experiment .‘ 5 open... |l Save - 5 glnse‘ L_(_l.lmpurt... - &8 Create Slide... & Print Report...

23 Home

E] Experiment: 2014-07-18 105116 Type: Genotyping Reagents: TagMan® Reagents
o How do you want to identify this experiment?
’ g\ Setup | * Experiment Name: | 2014-07-18 105116 Comments: -
- Barcode:
Properties User Mame: || 8

Define

‘Which block are you using to run the experiment?

[ 384-well ] [ Array Card ] ‘ ' 96-Well (0.2mL) ‘ [ Fast 96-Well (0.1mL) ]

[ Standard Curve ] [ Relative Standard Curve ] [ Comparative Cr (AACT) ] [ Melt Curve ]
[ )

High Resolution Melt ] ‘ s Genotyping [ Presence/Absence ]

Which reagents do you want to use to detect the target sequence?

|7 TaqMan® Reagents | [ Other ]

| v Standard | [ Fast ]

Include: Pre-PCR Read Amplification Post-PCR Read

21 NSRS ZFR (Experiment Name).
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File Edit Instrument Analysis Tools Help

5 open.. |d Save - £ Close | B¢ Import... + 4B Create Slide... &) Print Report...

Mew Experiment =

B Experiment: 2014-07-18 105116 Type: Genotyping
_ ) e How do you want to identify this experiment?
g-.\ Setup * Experiment Mame: |2014-07-18 105116 il
Barcode:
Bpenment
Properties User Mame:

Define

ffiABlock 2 E!,

Which block are you using to run the experiment?

{ 384-Well ] [ Array Card ] ['v 96-Well (0.2mL) | [ Fast 96-Well (0.1mL)

RFEESRILIGRA, “Genotyping”.

What type of experiment do you want to set up?

{ Standard Curve ] [ Relative Standard Curve ] [ Comparative Ct (AACT) } [ Melt Curve

[ High Resolution Melt ] | s Genotyping | [ Presence/Absence }

EFXFIFE.

Which reagents do you want to use to detect the target sequence?

o TagMan® Reagents | SYBR® Green Reagents | L Other }
\ v A el el 1= 18
IEFEEBEITEN

What properties do you want for the instrument run?

v standard A | Fast

IR E EEE EHTIURR AR BRI

What properties do you want for the instrument run?

| v Standard | [ Fast ]

Include:[ Pre-PCR Read Amplification Post-PCR Read

i%3E “Setup” THY “Define” R, &EN = ZIRMERBIR,

£ “SNPs” R i “Edit” 3¢ “New”, #RIEBHANMSNPIM LS. £ “SNP
Assay Name” HIEEFFNSNPALLEZFR; £ “Allelel/Allele2 Name” HiINFF
LS FOTE B FR; “Reporter” 1 “Quencher” Ak ARICAIR S BB K E K
EH. 3F “Quencher” BIEE, MR EMGBIRET, 1FiEE “NFQ-MGB”; R
ETAMRAIR §F, HIRETAMRA; MR EZHMAEXWIERAZFREHR, FEE
“None”.
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Fie Edit Instrument Analyss Tools Hep
=] New Experiment ~ | 25 Open... ldl Save - E§ Close r Import... - &3 Create Side... & Print Report...

H Experiment: 2014-07-18 105116 Type: Genotyping Reagents: TagMan® Reagents

1 H SNP Assay
SNP Assay Name NCBI SNP Refer... Context Sequen... | Allele 1 Reporter Quencher Allele 2 Reporter Quencher Color
SHP Assay 1 J J IAiele 1 lvrc ‘NFQ—MGB lAlele 2 IFAM JNFQ—MGB
8 New SNP Assay [
Enter a SI assay name, then select a SNP assay coor. For each aele, enter an aele name o base(s), then select the reporter, quencher, and alele color. ik _ p |
Run Method "OK” to add the SNP assay to the lbrary. oquve
_— SNP Assay Name: |SNP Assay 2 / Color: [l »| Assay ID: ||

Gene Symbol: Gene Hame:
NCBI SNP Reference: Context Sequence:
Allele 1 Name or Base(s): \C Color: w» Reporter: VIC w» Quencher: NFQ-MGB -

L Allele 2 Name or Base(s): T \ color: [l » | Reporter: FAM = Quencher: NFQ-MGB T

1

k2N

. P Comments: | -

(Lt | K GBI R 2 _
E Il AL B % R all

‘
3 =

£ “Samples” T=ifF “New”, RMIMFMHESR. £ “Sample Name” F4wiEHEmR
AR

Sample Name

Sample 1 _ hd

Sample 2 [ =

EFE “Setup” THY “Assign” R, HiEIFmIR. FIMBRRRES ERLUERE R
RFlL, REAELEMEISNPsRIER, ERTE “Task” ‘I HIEEIZR MFLAY LR
(Uit gRRmiEAR, NERAUSR, B B [IRE=FHERREEERTR).

File Edit Instrument Analysis Tools Help
5 open... [d Save - B Elose| EJ Import... = &® Create Slide... & Print Report...

E2| Mew Experiment =

E] Experiment: 96-Well Genotyping Example Type: Genotyping

:

La “, Setup

Experiment
Properties

@ 5P Assay 1 | E alls ¥ e ¥ B el
[/ JisNP Assay 2 z | =3 | 4+ | s | & | 7 | =
: ample Sample 5 mple &
Ciam Ciim
5:!‘:‘27 i 9 Swm)lem Sampleli Sanﬂelz 53!&’_27 3 B
: Gl Gl L C i
il Clil Gl G Clm (i i Cil

o 1= Is s s fu J5 I8 |

» y Sample 5 miple &
5 s v 5 v s v Q5

Define

ol

Sample 1
Sample 2
Sample 3 I |

m

% “Setup” THY “Run Method” FMH, HIBEITHRME.
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|c i H A E 5 : Genoltypi Reagents: TagMan® Reagent

Include: V| Pre-PCR Read (V] Amplificatic

Pre-Read Stage Hold Stage PCR Stage Post-Read Stage
Number of Cycles: 40
Enable AutoDeka

Starting Cycle: |1
ssoc  f _ ss0%C
10:00 16°Us 00:15
1.6°Cs 16.°C/s
60.0 °C / y b e . 600§ . O05.C
e —— B8 0SS i FEE 5 ] (1] i ) 16%0s ome ]

27 i3

i bR A R R
A CPRIUESS S RE

Stepl Stept Stept Step2 Step1

EE “Run” T “Amplification Plot” &M@, =iy “Save As” ®REXH, RE=R
i “Start Run” FIREE1T.

Fle Edt lretrumert  Andlyss  Took  Help
| Now Bxperment = 5 Cownl. [ Sive -

%

{RA7 S Comeside.. & Ak hagort

Run Status: Not Started

R Ampliication Plot {
T evvper sl e Plol
Amplification Plot T W M
"W
i Cchch
et il ol oy
Srtlwg
L}
Wirse Bun Dala "

LNt RE, e RAALARN “Analyze” #1794, SABRFEN “Analysis” T
’y “Allelic Dlscrlmlnatlon Plot” MEHAILER,

EENBLER: %IF “Analysis” TR “Allelic Discrimination Plot” ZE& 4y BiZk
£,
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2] New Experment = | 5 Open... fd Save ~ EI Close | i, Import... « 4B Create Side... [} Print Report... ﬁa:_l: U_-I_
™ ﬁ

‘:] Experiment: 96-Well Genotypin... Type: Genotyping Reagents: TagMan® Rea

Allelic Discrimination Plot
Plot Settings
SNP Assay: |SNP Assay 1 =

Apply Calk: |Un

Plot Type: Cartesian -

e LT
Allelic Discrimination Plot

m Sample 7 1§ Sample & Sampl.. Sampl.
Analysis EAM 4L 2 T mum em .lﬁm

Amplification Plot

40
Hulticomponent , sﬁ
Plot

Raw Data Plot % "l%.’ %

.- 1 1

U-HIA-AIAIAn.A-_J.A-_..A
Multiple Plots View 20
1 1 > 1 1
5 1
4 Sampls 5 €
| EERT - Taeee
ation Plot
" I
1
. Sample 7 Sample & Sampie’ Sampl.. Sampl...
. dﬁmiﬁ o0 en &0 * 4
V|cgzﬁ.g-_f‘@ i 751 sﬁ om om
o i & 1 4
04 o8 14 e &
- zwzwaunnxmnn

e 1 Homozygous Allele 2/Allele 2 | i
U'*‘""'“' ‘lduj D mOD ED

iele 2 Undetermined
Reveal Traces Show Cyde: 40 - SR SN S

wels: 75D20Euﬁo@o 0 Empty

n

QC Summary 'ag

=]

m

el
-

@

# Homozygous Allele
» Heterozygous Allele

T

Options

EHE “QC Summary” #R: REFLAREGEEFEELN, SHMREE=/AKEFR,
BFLRETE—MBER, 2KREREEMIER, LU #E. FREERBERARTIL
£ “Flag Details” $&EEF.,

i] New Experiment - | 5 Open... b Save - B Close | Import... - &P Create Skde... £} Print Report...

96-Well Genotypin... Type: Ge

T

i

5]
Flag: Description Fregque... Wells
PCFAIL Positive control fated 0 - 9 11 12
SMCLUSTER |Small number of samples n cluster ] T 1 1 1 3
ALLELE1CR... [Alele] high relative ampitude 0 s i Sample 5 5
ALLELE1CR... [Allele] high relative nose 0 A | L vl en
ALLELE2CR.... |Allele2 high relative ampltude 10 '
ALLELE2CR... |Allele2 high relative nose [ 1 ! L . L , \ 1
Analysis AMPNC Ampi¥ication in negative control o s|@n E 0 em &0 E t oo @ i!l
Amplitication Piet NOAMP ___[No smpification o :
INOISE Maise higher than others in plate 0 k 1 3 o 1 1
Multicomponent GPIKE [Nose spikes o i sa‘ E 1 4
Plot Exponentil aigorithm failed ] : ¥ 1 vl
0
Raw Data Plot 148 A7, AB, A9, A10,...
0 -
sﬁt'-‘ B0 E0 =D .“Ul: momD mDmO
Flag: THOLDFAIL—Thresholding algarithm faled ' 2
Multiple Plots View Flag Detail: The software cannot calculate a threshold. . i R g R
Flagged Wells: A7, AB, A9, A10, Al1, A12, B7, BS, B9, B10, B11, B12, C7, m 4 Sample 5 £ 3 e 5
Alkehic €8, €9, €10, C11, C12, D7, D8, D9, D10, D11, D12, E7, £ X em @ o
Discrimination Plot EB, E9, E10, E11, E12, F7, F8, F9, F10, F11, F12, G7, G8,

G9, G10, G11, G12, H7, H8, H9, H10, H11, H12
L

. STEESCEmEE LT
BT EERRTRE .,
TETEORE RS

1
"B R E_ Em_ E_ 4 o = i 5
"U e Sl Sl “tl..l..xl.ul.u..q
Total wels: 96 | Processed Welk:96 Manually Omitted Wels:0 | SNP Assays Used: 2 -

Wels Set Up:96 | Flaoaed Wels: 48 Anabss Omitted Wels: 0 | Samoles Used: 19 — 4

]

@

HESFH: £ “Export” FE MRIBFEZSFHHIE.
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Reagents

Auto Export Format : QuantStudiol2KFlex b Export Data To: @ One Fie ) Separate Fies ] Open file(s) when export & complete

Export File Location: | D:\Applied Biosystems\QS 12K\9)®9nmnﬂ Export File Name: 96-Well Genotyping Example_QuantStudio_e Fie Type: [F] (=tx) =
EFERTALE
[ RawData [) Ampification ] Mutticomponent [] Resuks ﬁ%%g@ﬂjmﬁﬁ

Select Content ? 1 T T . N
a1 Well Well Position Sample Name Sample Color SNP Assay Na... SNP Assay Col... Task All
¥ 1A1 Sample 1 RGB(176,23,31)  SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale ~
V] wel 2A2 Sample 2 RGB(176,23,31)  SNP Assay 1 RGB(176,23,31)  UNKNOWN Allg

3A3 Sample 3 RGB(0,0,255) SHP Assay 1 RGB(176,23,31)  UNKNOWN Ale
7] wel Posttion 4 A4 Sample 4 RGB(0,139,69)  SHP Assay 1 RGB(176,23,31)  UNKNOWN Alle
5A5 Sample 5 RGB(238,238,0)  SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale

7] Sampla Name 6 A6 sample 6 RGB(139,137,112) SNP Assay 1 RGB(176,23,31) UNKNOWN Alle =
7] Samle Color 7A7 Sample 1 RGB(176,23,31)  SNP Assay 2 RGB(0,0,255) UNKNOWN Ale
BAB Sample 2 RGB(176,23,31) SHP Assay 2 RGB(0,0,255) UHKNOWN Alle
7 SHP Assay Name 949 Sample 3 RGB(0,0,255) SNP Assay 2 RGB(0,0,255)  UNKNOWN Ale
10A10 Sample 4 RGB(0,139,69) SHP Assay 2 RGB(0,0,255) UNKNOWN Alle
V| SNP Assay Color 11 A11 Sample 5 RGB(238,238,0)  SNP Assay 2 RGB(0,0,255) UNKNOWN Alle
12 A12 Sample 6 RGB(139,137,112) SNP Assay 2 RGB(0,0,255) UNKNOWN Ale
7] Task 13B1 Sample 7 RGB(238,121,66) SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale
| Allelel Name 1482 Sample 8 RGB(142,56,142) SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale
1583 Sample 9 RGB(198,113,113) SNP Assay 1 RGB(176,23,31) UNKNOWN Alle
7] Allele1 Color 1684 Sample 10 RGB(0,245,255)  SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale
1785 Sample 11 RGB(238,220,130) SHP Assay 1 RGB(176,23,31)  UNKNOWN Alle
7] Alele1 Reporter 1886 Sample 12 RGB(255,127,0)  SNP Assay 1 RGB(176,23,31)  UNKNOWN Ale
. 1987 Sample 7 RGB(238,121,66) SNP Assay 2 RGB(0,0,255) UNKNOWN Ale
1 Allelel Ouencher aane —tw PARIAAN B AN AL A nenfa A AEEY [T ane
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