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1.1 ﬁ'ﬂ_-%%&é.‘ -- All Programs -- Applied Biosystems -- MVF — MVF; 3
TR EIREE S AT FHER
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1.2 SRHMRBHENIEE, FFEXAZED, RFRERSERETRR

B C\Windows\system2fcmd s | =] ] &

MUF > “C;\Applied Biosystems\HUFYjrel. & 6_g8Y
HUFapp-muf -web . jar” -Odatastore:z“C:\App

@ startInternal

andardEngine startInternal

1.3 P Tk Minor Variant FinderiX v =R H, HZCREINBH

appledbicsysiems® =
= C |localhost ._.‘ =
ot Apps
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= appliedbiosystems Minor Variant Finder # | MVFReviewer

Project List

Project Name

Enter search terms Q @-\,:I_Apreale Project =
Y .

Time Created Last Analyzed *

2.2 7£ “Create New Project” IIEEPMAMBZIR (BENX) , =d0K

Create New Project p 4

Fnt-z:r Project name

=1 &

2.3 7E “Trace” BEsT AN, SASMHSHESHBEZNE, KH
MRS (B /a0 abl3E)

Traces Reference Organize Analysis Results

Files in the project

0 trace(s) passed (0%)

0 0 trace(s) suspected (0%)
p )

All Traces
0 trace(s) failed (0%)

2.4 BEEFSANSYIERE
O ERFRIEXHFIRALERGE

@ FizdEfR: ARMBERRELNBFIBESBENRERT. K&
RF|ZBFERIFIERERANRE, REAREBRLFIERERIAL
B, deRizBEIMREFREEERNZE.
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MVF
Files in the project = ‘ ] ® QC Flags YI Actions v
2 trace(s) passed (50%)
[
4 1 trace(s) suspected (25%
All Traces I |
1 trace(s) failed (25%)

Reference Organize Analysis Results

@ — ®
Tre Overall Status Trace Score Median PUP  CRL  Signal to Noise Signal Strength = Offscale Trace Comments |
L L
[ 4219 17.45 161 | 908.75 3,262.75 [ |
46.48 22.89 166 213.00 878.25
f 41.87 16.39 169 619.25 2,523
r 4157 16.71 161 | 509.50 1.944.00

@ = “Actions” THIEHE, #&fF “View Details” AIEEHIEEIEENR
SE. i£F “Export Traces” AISHHFEEIE . E£HFE “Remove
Traces” AIMIB&EIEREIE. % “Quality Flag Settings” AJ&EE RIT
HERANEESAFREESIREKRBITRESRITHE. [&F:

BEXTHIEILSE (Trace Score>40) FA{SkEELE (Signal to Noise

>180) WEMIXHHEITIRSNSZEN, AIRSERARENER. |

@ HARENRIEFE: REERFZBE, EREUNEERZBEREE

1IN O

® #IEIFIL: REEAZBIERITEE.

3. fllEreferencelF%
3.1 aEHFRELK “Reference” %4, #H A “Reference” &M@

3.2 5(-1'%: /ﬁﬁ @,17-'-( reference1|:| oy —J', 1ﬁ I: “T—J_—T @) Use control sequence. Skip to the Organize madule ,
RERT IS BIFHITE4P Organizeig{E
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3.3 XTFBEREMreferencelE B A _RNFIIEEER, BFad
@) Create reference sequence and optionally upload NGS Variants File {vcf) . E “Create reference” E-i_
ERInameTHINEEZIR (MEGFR) , AEXESL IR XIGRIE T 5%
e F—# A S Areferencefl5 2
A) S\ MPrimer Designer™ Tool Fr4 B HY.txta.csvig R 3C 4 Ruassay D,
B MIANFENRRFIINREEMRMIE.
C) MIANFFIER.

UE—MAER "“GAFTEREFIINREHFNE" A, MTE

Reference Organiz alysis Results

Create Reference (Optional)

+ Select reference from projects

— Create reference

Number Start Position Stop Position

55248954 55249124

£nter Sequence
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3.4 mif “Save” RTFEBHINEE, ARHEITTI—HRE
Summary: EGFR Actions ¥

Target species: Human (GRCh37/hg19)
chr7 : 55248954 - 55249124 (1 0of 1)

Amplicon Forward Primer Reverse Primer

Chr7_55248954

Re-create

- Setup NGS Variants File

Select NG5 Variant File in .vcf format

Choose file
Save
/ — ]
4. HITHIERE
SHEAELER “Organize” %, #HAN “Organize” HMHE-.
] appliedbiosystems ‘ 20160620 & Minor Variant Finder Y | MVF User | (-]
Traces Reference Organize Analysis Results
Amplicon Control Grouped Traces Un-Grouped Traces Organize

Fomard B EGFR China_BDD-fwd-2.5%-2 CO1.ab1
; T EGFR_China BDD-fwd control-2 AO1.ab1

o EGFR_China_BDD-rev-2.5%-2 DO0{.ab1
EGFR_China_BDD-rev_conirol-2 BOT.ab1
Test Specimen

MR AR R EIRFETRIEGRE : FahBiREIEMB LB ETRE

4.1 FHBIEEDE
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4.1.17F “Amplicon” IPIEEXERM (+) kMR () FHMAEYamplicon. 40

Bi#173.3-3.4511E, LSRR,

4.1.27 “Control” IHEREXIRMSMBEXTBBAIE. REDNFHFBLRN. T

“Un-Grouped Traces” XEER AP REIE. & ENFHIEH
&, ERRGEIEEEERE “Forward” 5 “Reverse” #ER.

4.1.37f “Test Specimen” IHFEXIRM (+) FENMOHERIHR, HEE

Mg, Sad “-7 HEITHER.

4.1.47f “Grouped Traces” FHEHEXERMLMIPRFFNFERAEE . KEUFE

4.2

BB A. T “Un-Grouped Traces” IHiEHEAIEFHmEIE. KELNFH
B R, FARREREEERZE “Grouped Traces” #EX.

Minor Variant Finder

Reference Organize Analysis Results

Control Grouped Traces
EGFR_China_BDD-fwd-2.5%-2_C01.ab1

1 EGFR_China_BDD-rev-2.5%-2_D01.ab1

BB IR ETE
SLIX—{EERINEE, BERBUTHEARGZHEARH: 1EFID_#
AID_fwdskrev_fL= (A[i&) .abl

BEMFEARSHE: EGFR_2.5% fwd_CO01.ab1FIEGFR_2.5% rev_DO01.abl
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IEEXTBBMEARNH: EGFR 0% fwd_A01.abl1FEGFR_0% rev_B0l.abl
Traces Reference Organize Analysis Results

Amplicon Contral Grouped Traces Un-Grouped Traces Organize
Forward
Traces ed inta Amolicon an EGFR_0%_fwd_A01.ab1

EGFR_0%_rev_B01.ab1

Reverse

Test Specimen

1 = EOrganize R EH) “Organize” %, I TXIIEIE

Organize Traces into Test Spemmens. Ampllcons and Controls

the button first, then use your cursor to hlghllght the item in your file name.

G Select an Option

Specimen and Control Identifier at the same location

A Amplicon MW Specimen @ Control
An amplicon is the DNA product of a PCR reaction, usually an amplified segment of a

gene or DNA. A specimen contains a group of traces from the same biological source.

9 Use your cursor to highlight a section of the file name

EGFR_0% fwd A01

9 Enter text of the control section of the file name.

T N T
422 SEFEERE “Amplicon” , FRIRE EREUSCHS it T 1D

9 Use your cursor to highlight a section of the file name

EGFR_0% fwd A0l

A

4.2.3 REFHEHERH “Specimen” , RRIRERRHIXHRZHIEFHEMmID

9 Use your cursor to highlight a section of the file name

EGFR_0%_ fwd A01
A u
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= SpecimenFAControlZE B THEIALERT, LLLTLIEEE, Hif
HITT—%.

424 ,'{—I_'\T__E Specimen and Control Identifier at the same location Emﬂ-ﬁﬂk?s\, Q&E,‘I’—f‘lﬁ}iﬂ’
IEIEFRY “Control” , FABRAREE R AR FEPXIRIFEMID.

Organize Traces into Test Specimens, Amplicons and Controls

9 Select an Option

+ | Specimen and Control Identifier at the same location

A Amplicon Specimen Control

An amplicon is the DNA product of a PCR reaction, usually an amplified segment of a
gene or ONA. A specimen containg a group of traces from the same biological source.

9 Use your cursor te highlight a section of the file name

EGFR_0% fwd AO1

A

9 Enter text of the control section of the file name. 0

| Reset B canca [ Omganie |
4.2.5 mifr bR sHEHERR) “Organize” , G E#HITHIBERE.

Traces Reference Organize Analysis esults
v
Amplicon Control Grouped Traces
rd
EGFR EGFR_25%_fwd_C01.abi

EGFR_0%_fiwd_AQ1.ab1
1 EGFR_25%_rev_D01.ab1

EGFR_0%_rev_B01.ab1

£ “Amplicon” IFEXIBESEBERNHR; EEMBHERIE. REINFH
EAFARMZE “Control” XIEHERXE; £ “Test Specimen” XHEIEX 1 B BIE K
FNRHEERXHR; FNEREE. RENFHBEZFAMZE “Grouped Traces”
TR HEX 5 .

4.2.6 NBHIEE “Un-Grouped Traces” FIEHEAREEBFNYAL, ATLURER4.1
TERFITFHNYRREEE.
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5. BRI
5.1 mERMELR “Analysis” %, #HA “Analysis” JiH.

5.2 FEHEKIEESSE “Run Analysis” #HITHIED .

applied ems

‘ 20160620 & Minor Variant Finder & MVF User I

Traces Reference Organize Analysis Results

Trace Layout

Grouped Traces 4 Ungrouped Traces 0 Amplicons 1 Test Specimens

5.3 mifcEEEmEEEE “Results” FH-.

6. HREF
6.1 mir= 1R, ATLUHITHIEEY .
R e e R = ot
= A M@ £  rcn~ |

@Q Q Full View View Options ~
¢ 1 a—=
sspasoss ST
T B 7 e e s = L B e B B e B e B T~ L B e B e 7 3 T T L e B B
chr? chr? chr? chr? chr? chr?

agccacactzacgtgectetecctecagzaagectacgtzatagcetsgacaacceccacgtetectact catctzcctcrcatcgtscagctcateacscmaticectteggectacctecttatstec aacacaaagac

NG variant Bveosa
RvesT
Sanger variant Bveosa
RvesT
- L
] l | e d
- L | L]

6.2 R iR, TUIBERRTMNRIER
Traces Reference Organize Analysis Results

E A M @ £ m

Variants
Amplicon Test Specimen Chromo... Position & Variant Edite... Review status Origin Annotated Va... Review ... Forw... Reve... Type
Chr7_552489... 2.5 chr? 55249063 G=A N None #* Common rs1050171 524 484 SNV

Chr7_552480... | 2.5 chr? 55249071 C>T N None #'| Common - 57 3.9 SNV
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R M iR, ATIEERIKEEER.
® ® @ ® ©®

Traces Reference Organize Analysis Results ‘ \ ‘ ‘

= M @ £ Chrf 55298964 v 25 v & 524 484 m

View Options = Forward Reverse

...................
€ 6 1T 6 A T 6 & ¢ 6 6 T 4

6 A 6 €T & ¢ A
A T
55 €0 65 70
N
I
N A w
AYAWARA AN A
N\ I/ [\ | TAY ! A
/ [V | | / N
[NV YA ‘ N
NSS Algorthm Generated
¢ € T G A T 6 A 6 ¥ T G C A ¢ 6 6 71 4
55 [ 65 70
Il

@ View Options TH KB IHEEH A LURBE N A EKIEFFTE R RENIED;

@ BEEM TR T ESRIWIE,. REBEKEETFHRTMAS, HiE
ERTIESHE DL ;

Q@ & A RARHEMR B & AT LARIRHAT 64N Bk Bl iE P B SR ;

@ miF e BRERTOMER, 5 ° BERTHNER;

® RIBEPRT KRR X ZIE;

©® =i “Action” THRE, EBRERERPIARELEHRTLERES;

=i © 1R, TUEERREEREE.
Traces Reference Organize Analysis Results

E A M@ £ Action

Number of Test Specimens:

Number of Amplicons: Number of Revie

Number of Traces Analyzed: Number of Ac

s e o N

Number of Unreviewed Variants: Number o

e T N

Number of Partially Reviewed Variants:

—Traces with Anal

Trace Name Specimen Amplicon Errors/Warnings
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GIENGSHF & IMH RN m4ERIF

Traces Reference Organize Analysis Results
< .
A M @ = Action v
Sanger Variants

Chromosome Sanger Speci... Position « Annotated Va...

7 25 55249063 rs1050171

7 25 55249071

6.6 mIF “Results” %EE’\], M THRSEERF A PLIEIF “Generate
Report” £ GRS TR E

appliedbiosystems

y Thama Fisher Scanific

Report generated by
MVF Version 1.0

Project Name 20160620

Date : 20 June 2016 10:43:11 AM

Total Number of Amplicons * 1

Total Number of Test Specimens: 1

Total Number of Traces Analyzed : 4 Total Number of Un-Rewiewed Varianls @ 2

Total Number of Varants found : 2

: Total Number of Accepled Variants : ]
Reference Name : EGFR

Variant Details

Forward Ravarse Editad
Test Specimen Review Status  Amplicons  Variants °

25

25

Annotated
P P Vari Chr: Position Vari Origin
None Chr? 55248054 G->A 524 484 N chri-55248063 rs1050171 Common
None Chr?_552480584 C->T 57 29 N chri:58240071 Common

Variant Summary

Amplicons Chr: Position Variant Commants
Chr7_55248054 chr7:55249063
Chr7_S5248054 chr7:55249071
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iE#E “Export Variants” , FHi.csval.vefiS LRI BARRT LR

=
[=sYe

Export Variants

Export Sanger Variants

+ | All vaniants in .csv format
All variants in vcf format

Accepted vanants in _vef format

Ok Cancel
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HAELTK 60 ZANEIRMMX L T HELL,
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