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1. Xk E AR ﬂ-_.l , B Start >All Programs > Applied Biosystems > 7500

3.

Software> 7500 V2.0 JF Ja #f. 328\ T2 5l 5k #% Advanced Setup| = | -
BN Setup T 1) Experiment Properties Fi il :
2.1 WIS 4R (Experiment Name)

How do you want to identify this experiment?

* Experiment Name: |unmled

Barcode (Optional): |

User Name (Optional) |

‘Commenis (Optional).

<>

2.2 WA

Which instrument are you using to run the experiment?

[ + 7500 (96 Wells) W [ 7500 Fast {96 Wells)

Setup, run, and analyze an experiment using a 4- or 5-color, 96-well system

2.3 {ESERRA, 1k Genotyping

What type of experiment do you want to set up?

{ Quantitation - Standard Curve ] [ Quantitation - Relative Standard Cunve. 1 [ Quantitation - Comparafive C1 (AACT) ]

{ Melt Cuve ] ( ¥ Genotyping il PresencelAbsance. ]

Detect single nucleotide polymarphism variants of a target nucleic acid sequence in samples

2.4 FFEAG RS

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

( / TagMan® Reagents ] [ SYBR® Green Reagents ] [ Other ]

The PCR reactions contain primers designed to amplify the target sequence and a TagMan® probe designed to detect amplification of the target sequence.

25 ATl R

Which ramp speed do you want to use in the instrument run?

[ ' Standard (~ 2 hours to complete a run) ] [ Fast (~ 40 minutes to complete a run)

For optimal results with the standard ramp speed, Applied Biosystems recommends using standard reagents for your PCR reactions

2.6 EFEAEE A EHFAT IR A G K A

Include: [¥] Pre-PCRRead [#] Amplification | Post-PCR Read

HEN Setup ¥ Plate Setup F11, 4’ SNP assay M AFEAS:



B[R o R SL IO 1] 5 BRAF AR

technologies™

%! 7500 Software v2.0.6 EEX
_File Edit-hlsmmmm',Imtmlp .
[z New Experiment - 5 Open... Il Save - i Close <% Export..~ £ Print Report..
Experiment Menu« | Experiment: Untitled [2] Type: Genotyping Reagents: TagMan® Reagents START ... @
G i t[;:frne the SNP assays and samples for this experiment, then assign them to wells in the plate. For each SNP assay assignment, selecta
Assign SNP Assay(s) to the Selected Wells. < [View Plate LayoutT View Well Table 1
>
Select Wells With: |- Selecttem - v |- Selectem - v/
| CrealeNewSNPMsayl Add Saved SNP Assay Edil"'ﬂ ‘ I
— ] sove 50 pesar @sr.owinwmvl \FiewLegendI \ B I B
Assi... SNP Assay T1/Allele 2 Task ‘ Edit SNP Assay... ] | ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘ ‘
Phriciiphin Delete SNP Assa 1 2 3 4 5 8 1 8 9 0.1 11 |12
ISP Assay 1 McFAM  [Unknown E= d |
3 A | s
WBSNPR AR
Assign Sample to the Selected Wells. B
| Add New Samplel Add Saved Sample n Save Sample B B
Assi... Sample col.. | | .|
: % P A iR
0 ‘\Samg[e1 B D
mEAELREE E
=
G
Select the dye to use as the passive reference. H
rox @ Wells: [ 1 Unknown [ 0 Negative Control [l 0 Positve Control 95 Em
«

CRRRCA Assian Sampe to the Seiected eil=. PR HIRSEE TR TS IISNNY

s, v | EOY | R roEdic NP assay, Gititassayl & Bk BRIL TN, &
FReport (JRF5HEH]) Fquencher (RKIERD o 5 ZLR N HARSNPL £,

itk | Create New SNP Assay | |

A

&, Edit SNF Assay

. Make changsz below, then click "OK™ fo save your changss fo the library. Click "Resef Fislds™ fo undo all your changes. *= Required
ShP Aszay Name: |JC__27512451_10) Color: ! W | Aszzay ID: | |

Allele 1 Mame or Bazeiz) |C Color w Reporter: \VIC o Quencher:|NFQ-I\a1GB v:|
Allele 2 Mame or Bazeiz) [T Color: & Reporter:|FAI‘u1 v| Quencher:|NFQ-I\a1GEl v|
Commeants: | —]|

B i sampe o n seces wore. SRS

33 ¢edifl View Plate Layout |y it iz, FI BUbR ik
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AR LLEFE NV AL, SR JF £ SR 22 (1) SNP assay A1 Sample, Jf-7E
SNP assay 1] Task —#2 5E IXFEAR AL (Unknown ARETFEA,
Negative Control [J]X} i 5% Positive Control BHH:x) #)

FieEmlrsmmmmeisHﬁ

[=] New Experiment - 5 Open... i Save - & Close <# Export... - Print Report...

Experiment Menu« | Experiment: Genotyping Example Type: Genotyping Reagents: TagMan® Reagents @)

E u (Terre s Define the SNP assays and samples for this experiment, then assign them to wells in the plate. For each SNP assay assignment, select a
" task.

- Experiment Prop...

Assign SNP Assay(s) to the Selected Wells. {|View Plate LavoutT View Well Table 1

| >
Select Wells With: |- Selectltem- v

| 9| Showin Wells * I H View Legend |

[ Create New SNP Assay | Add Saved NP Assay | Edit |

Alcke
Assi... SNP Assay 1nlele 7 Task
5 (61768 [wlnle
lsnp1 2

14476 17102 17103 17104 17106 17107 17108 10889 17409 17110

Negative Control

Positive Control Allele 1/Allel
AT412 17413 | 17414 17115 17446 1TH47 1T418 17418 17420

¢ 17421 17122 17423 17124 17125 17126 17127 17128 17129 17130 1713
OO0 O 0 0 O 0 0 0 0 O o
Assi... Sample Col... A
O |nrc | ) [| NTC 17132 17138 10859 17137 17138 17140 17144 17147 17145 1714 17152
| O 0 0 0 0 0 0 0 0 00 o
[14474 | v [
O |[14476 | v g | NTS 17iss Ties 17iss 17201 1722 17203 17208 17207 17208 17209 17211
0w T OO 0EoD0DED0DDOD@D o @
D ‘17103 ‘ W E NTC 17212 17212 17216 17217 17220 17221 17222 17223 17225 17226 17227
O | 1 O- M- M- M- M- M- M- M- M- M- M- M-
o 17108 | v
fe NTC 17230 17231 17232 17235 17237 10858 17240 17241 17242 17245 17247
O |fmor == O 0 00 0 0 0 00 0 O o-
Select the dye to use as the passive reference. H Ey Ew WEREE B B | R E) BN a3
IIIEII!IEIEIEIEIEIEIEIEI—EIVV
ROX ~ . 5 a
Wells: [ 89 Unknown [ 7 Negative Control [ 0 Positive Control 0 Em
«

A Home | [ 120306LIUYUAN. eds x | (] Genotyping Example.eds x | [ Unitied x

H | Disconnected

4. X RunMethod FU1HI, W€ N 4

Run Method

) Review the reaction volume and the thermal profile for the default run method. If needed, et the default run method or select a run method from the

library.
Graphical View| Tabularview | SLSUR R4
I
g Ll S e Reaction Volume Per Well | B pL [ Expert Mode |
. Reaction Setup
\ |Ad65|age'ﬂmdsnep'1 (nothir do) \‘OolectDala"l\‘QpenRunMemodl ﬂ
Include: Pre-PCR Read Amplification d
fe-PCR Read (Holding Slad Holding Stage Cycling Stage )st-PCR Read (Holding Stag
Number of Cycles: 40 3]
[ Enable AutoDelta
Starting Cycle: |©
B 950°C 95.0°C
10:00 100% o015
#] 00% 0%
600°C 60.0°C
55 P40 A S e
s0—|
)
HAST
s LLEgIE
Step 1 Step 2
¢ >

ata Collection On Data Collection Off 4 AutoDelta On 4 AutoDelta Off
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53 RS0 o] Sy BRAR AR

sy Save e o 474k i Experiment Document Singlefiles (*.eds) #43t,

Fie Edit_Instument Analysis Tools_Help

[l New Experiment - 5 Open..

A Save '| 2 Close <@ Bxport.. - & PrintReport...

Experiment Menu «

«

Experiment Menu <«

Allelic Discriminatio.

Amplification Plot

Multicomponent Plot

Raw Data Plot

Multipie Plols View

Save Cerl+5
Save As. Type: Standard Curve
i Save As Template... Chrl+T

ethod

Reagents: TagMan® Reagents

B Review the reaction volume and the thermal profile for the default run method. If needed, edit the default run method or select a run method from the

=

library.

Graphical ViewI Tabular View 1
Reaction Volume Per Well |:_575 pL [ Expert Mode [

Add Stage v | AddSlep" Delete Selected ‘ d ed I| ColectData"\‘gpenRunMemod‘

Holding Stage Holding Stage Cycling Stage
Number of Cycles: 40 &
[[1Enable AutoDelta
Starting Cycle:
o0 | 95.0°C 95.0°C
10:00 100%  op15
L 1002
00%
60.0°C
50.0°C 01:00
50 —|
02:00
100%
5 —
o
Step 1 Step 1 Step 1 Step 2
<

Legend

L Data Collection On Data Collection Off A AutoDelta On A AutoDelta Off

ok

=H

Discrimination Plot M %<4y 71 4k BL

Expeniment: 96-Well Genolyp... Type: Genolyping

Discrimination Plot

<

Plot Setfings
SNP Assay: [C_27612451_10 |

Apply Call

PlotType: [Cartesian v |

SZGEE RO, Se A RYAT BT R Analyze HEAT 0K, ARG EEA Analysis
N Alleic

o

Hdi S

View Plate Layout | View Well Table ]

Select Wells With: - Selectltem- v |- Selectitem- v |

Showin Table ¥ | GroupBy v ]

[ \ﬁ| & H Vi = # lsaylD | Task Allele 1| Allele 2 [Allele 1D...| Allele 2D...
S 1 Unknown  C T VIC-NFQ-M.. FAM-NFO-.. A
Allelic Discrimination Plot 2 Unknown  © T CNFQ M. FAMNFQ...

[~ 3 Unknown  C i - WIC-NFQ-M... FAM-NFQ-..

o 4 uUnknown G T  YIG-NFQ-M... FAM-NFQ-..

5 Unknown  C i - IC-NFQ-M... FAM-NFQ-...

] Unknown  C T IC-NFQ-M... FAM-NFQ-..

8 iz Unknown € i Heteroz . YIC-NFQ-M... FAM-NFQ-..

8 Unknown G T HIC-NFQ-M... FAM-NFQ-..

9 Unknown € i fIC-NFQ-M._. FAM-NFQ-..

kAl 10 Unknown  C T IC-NFQ-M... FAM-NFQ-.

11 Unknown  C i Heteroz . YIC-NFQ-M... FAM-NFQ-..
12 Unknown G T AICNFQM... FAM-NFQ-.. —

£ 13 Negative G G i . VIC-NFG-M. FAM-NFQ-..

14 Negative C... C T IC-NFQ-M... FAM-NFQ-..

I 15 Negative C... C iy - IC-NFQ-M_.. FAM-NFQ-.

16 Negative C... C T IC-NFQ-M... FAM-NFG-

17 Negative €. C i - JIC-NFG-M... FAM-NFQ:..

16 18 Negative C... C T IC-NFQ-M... FAM-NFQ-..

19 Unknown  C oy - IC-NFQ-M... FAM-NFQ-..

20 Unknown € T IC-NFQ-M... FAM-NFG-

" 21 Unknown G i . WIC-NFG-M... FAM-NFQ-..

22 Unknown  C T IC-NFQ-M... FAM-NFQ-..

2 Unknown  C T - IC-NFQ-M... FAM-NFQ-..

" NTC 24 Unknown  C 7 IC-NFQ-M... FAM-NFQ-

T 25 Unknown G i . WIC-NFG-M... FAM-NFQ-..

- 26 Unknown  C T IC-NFQ-M... FAM-NFQ-.

| 27 Unknown € T - NIC-NFQ-M... FAM-NFQ-..

28 Unknown  C T IC-NFQ-M... FAM-NFG-

29 Unknown € i - WIC-NFG-M... FAM-NFQ-..

o A B m a8 30 Unknown G T IC-NFQ-M... FAM-NFQ-..

c 31 Negalive C... C T - WIC-NFQ-M... FAM-NFQ-.

#Homozygous CIC @ Homozygous TT o] Nogae O..C Rl NG M AN MEDE
#Heterozygous O XUndetermined 33‘ BrrieE i NG NEEEM FAM'NFQ'> 2|
Analysis Summary:  TolalWells in Plate:96  Wells SetUp:96  Wells Omitied Manuall: 0 Wells Flagged: 0 Wells Omitted by Analysis:0  Samples Used: 1 SNP Assays Used: 1
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ST RIS R, AT RUR ]S B i) File>Export g, i Excel #H45

KB o FRRAAREE SR, v ERAE K A B AR A, ZEFF Save
as, f7H PEG AW R CHED

* Export Data

Allelic Discrimination Plot

ypet L S
3] g
@ Select the type of data to export, select whether to export one fil or separate flles, then enter export il propertes. (Optional) Click ) e e
"Customise Export” to change the export format and to select fields to export. Click "Start Export” to export your data. 9 |
B it 16+
Export Properties| Customise Export I
[ Sample Setup T Pl
[ Results 1 I
1. Select data to export: fiad T T
[JRaw Data 3 ™
] Muticomponent Data [NENE 1N
2. Select one fie or separate fies: |One File v Setect. In separate s for @ I 11
= gl L gl
3. Enter export fle propertis: o NN
0 I I
Export File Name: | Genotyping Example_data 3¢ ¥ 3C # 4 ¢ File Type: 3 ("xis) v I !
Export File Location: C:\Applied Biosystems\7500\experiments 3 3C # i) 77 i £ B [ Browse | P (EEEREEEE)
L] Open file(s) when export is complete TIT T
gzt 11
ased I R 11 1
SRF o® Moeafd o
SR 1 | A i il .« Y
\ 12 14 18 18 20 232 24 248
| Start Export | | Cancel SMPT-A

B SNP1-A P ENP-A
B 5HP1-L CSHPY-G

*#SNP1-G J SNP1-C
XUndetermined



