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1. /33l Variant Reporter™ 2.0 # {4
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view) :
(Vo eporir S ™% = =c
'._1|5_13ﬂ‘043‘dﬂ’5§1 0. &
ProjectView | New Open Import Export | Duplicste Doiete | Archue Restore Back-up i e G
Dashboard View \G: Project Proview J
Projects @ Analysis Parameters [ References
Project Name Cesteaby | OateCreatea | Lo Modfied _ Status Comments
Status
Number of Traces
Veriants Identified
Open|
Data Store Name  Default_ datastore
c
Number of Projects
within Data Store 0
Maoags)

Dashboard St <41t H P S RAEHI 5T H  (Projects) « 7T Z%L (Analysis

Parameters) UL Z:MRF%] (References) (WL EERZ A GHE) o ] Bl S iX = AN Fr&EiE—HHAT

=AW

#E.
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L) Variant Reporter Software 2 - Untitied Project - save project to name

)
Dashboard

—— " — - Tl - )
‘51.}*.4‘?\&-. 5 0. & &
New impot | Save Close | o | Pt Repotts Export Hep  Preferences Glossary
Project Status | Not Started HowdoL.? ~

Untited Projec..project to name J| Setup > Manage Troces

P Vi & Import 1 7

| Create/Edit Grid Lists

=]

the project.

Traces in Selected Cell 0 Traces)

No traces.

Unassigned Traces (0 Traces)

Notraces.
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3. RASTFS

3.1. 7F Import and manage traces 7L 4 dith Import

.:7-

Traces To Add: (24)

@ C:\Appled rter\Tu

Fies of type: a1 tace fles

|[ Add Selected Traces >>

B

@ C:\Appled Biosystems\Variant Reporter\Tu
@ C:\Apphed Biosystems\Variant Reporter\Tu
@ C:\Applied Biosystems|Variant Reporter\Tu
@ C:\Applied Biosystems|Variant Reporter \Tu
@ C:\Appled Biosystems Variant Reporter\Tu
@ C:\Apphed Biosystems|\Variant Reporter \Tu
@ C:\Apphed Biosystems|Variant Reporter \Tu
@ C:\Applied Biosystems\Variant Reporter \Tu
@ C:\Appled Biosystems\Variant Reporter\Tu
® C:\Applied Biosystems Variant Reporter\Tu
® C:\Apphed Biosystems\Variant Reporter\Tu
@ C:\Apphed Biosystems\Variant Reporter\Tu
@ C:\Applied Biosystems\Variant Reporter\Tu
@ C:\Appbed Biosystems\Variant Reporter \Tu
@ C:\Appled Biosystems|Variant Reporter\Tu
® C:\Applied BiosystemsVariant Reporter \Tu
@ C:\Applied Biosystems|Variant Reporter \Tu
@ C:\Apphed Biosystems|\Variant Reporter\Tu
@ C:\Apphed BiosystemsVariant Reporter \Tu
@ C:\Applied Biosystems\Variant Reporter \Tu
@ C:\Appled Biosystems\Variant Reporter \Tu
@ C:\Applied Biosystems\Variant Reporter\Tu
@ C:\Appbed Biosystems\Variant Reporter \Tu
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PRSIy abl

B. & |

Add Selected Traces >>

C. SFAMFIIERELMIIES .

3.2, X EAE

| NP

{ZHL, B PO SR AE -

p
3} Assign Traces to Amplicon and Specimen Trace Grid = &

example below.

Click "Auto Assign" if your trace file names have a strict nomenclature similar to the
FPB SO A bt 2Q

70118s2_RSA565497_36cm_F.ab1

A/ s B |
L bk it

nomenclature.

Click "Manually Assign" if your file names do not conform to the example

[ Auto Assign ] [ManuallyAssign]

Applied Biosystems Variant Reporter Software 2.0
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(=724

SERMER G T R ASCAF S AR EORE, A SRS [ “REARARR” + “RIFRTT” +
“YIGTARRT + TR+ HAphg T 1 Mg, WA %A, AR E
ENARIEAEA NG G T B P S BEAT 7398 (LEY 3.2.0) o AP AT SR, 24

T FAREARIY W TR A% L 3.22) .

321 i L, B B
i s s o Argl s S T A e

Assign traces

Traces must be grouped into amplicons and specimens before you analyze a project. To automatically group traces into amplicons and
specimens, apply delimiter rules to parse trace name. Amplicon and specimen names cannot share any part of the file string.

Organize Traces into Specimens and Amplicons

File Name File Name
Delimiter Delimiter

70118s21R$A565497;336cm1F.ab1

Auto Assign Grid Example

Sample ID Amplicon 1D Orientation

Find Specimen Name

A specimen contains a group of traces from the same biological source. A
The specimen is between | start of thetrace v | of ~ and |1stoccurrence v | of - v inthe trace name.

Find Amplicon Name

An amplicon is the DNA product of a PCR reaction, usually an amplified segment of a gene or DNA. B
The amplicon is between G v and o8 .. v in the trace name.
Preview Results
Traces To Be Assigned Preview of Trace Auto Assignment
[Speciment-Ampliconl_F F08 12.abl Teace Name:

Specimenl-Ampliconl_F_F08_12.abl

m_|»

I Specimenl-Ampliconl_R_H08_16.abl
| Specimenl-Amplicon2_F_D02_08.abl

Specimenl-Amplicon2_R_H02_16.abl | (24 Traces Assigned, and 0 Unassigned)

| Specimen2-Ampliconl_F_B01_03.abl - =

| Specimen2-Amplicon_R_D01_07.ab1 Speckmens ®) Sinpiconz @)

| Specimen2-Amplicon2_F_E02_10.ab1 Specimenb (4 Traces) - | Amplicon2 (12 Traces)
| Specimen2-Amplicon2_R_G02_14.ab1 SpecimenS (4 Traces) | Ampliconl (12 Traces)
Specimen3-Ampliconl_F_B01_03.abl = Specimend (4 Traces) -

LS i 2. 1. 1 B N1 _NT skt

C [ OK ] [ Cancel ]

X TEHE SR RS 8] B AT S L B B 58 ot Fe SRS, DABA SE 75 AN [F) — 2 2EAT L 1
Fr
A. PR R ARRIRG AL A FRERIA IS BT IR 28— AN R AT - Z 18] B & (07
7, BISCAF 4 RS — AN EIRRAT - Z BB A5 ef R fh A PR T ARR S S 44 Bk 5 5 R B 75 26
B e, WA TN PR SRR AT B AL B, T AR E SCRE R A PR

3 Applied Biosystems Variant Reporter Software 2.0



ELEE €S
B. A& G T AARRHIRB] I T A IRERN IS — AN AR AT - B — AN BB AT 77 2 [H]
P S I 547 o [FIRE AT DL I A2 e TR B 4 2R 2R LR LA B AT 78 e
C. JFHHLFEARY TR R MR EREN R . fd o | %4,
322 BHMLAF ARG AR, Ml AT NG 8 A, T Eh SN
fi (Specimens) FI 14T (Amplicons) %R, S8R i $ieA

112 Create and Edit Grid List =

About Create and Edit Grid List

(@ Field names may be edited, but editing amplicon names may result in an amplicon no longer aligning to the reference.

ecimen Trace Grid fields can be updated. To add new fields, select Add then type the ampli
ell. Fields can be :op ied into or out of Varan tReparmbyC py/Pme (Co ntrol-C/Control-). Sel
spe(imml’dd and click Remove to delete the field. Multiple selection is supported using shift key. To change the order of the e m

iiiii

Al 1l

e (e |

3.3. € PRI B FRAIY 3 T A FRIG PO S8 O FEAS B FRAIT 3 1 44 R R

Project Status | Traces Assigned HowdoL.? ~

| & impen 1 2 b=} K Unassign Al 7! Create/Ede Gad Lists.

Amplicon and Specimen Trace Grid Traces in Selected Cell © Traces)

Unassigned Traces  Traces)
o] L To unassign a trace, drag trace il to thes panel
| Specimen2 | 2 of se the Unassign option from the task toolbar.
E Specimen3 | 2
Specimend | 2
Specimens | 2
Speciment | 2

FIAEXTAEAREATIN A, BN E5 REOCAF A A8 FREEAT € 3o 45 3 (14 Fr 51 SCAHAE I 3 52 il BfY
Fi Variant Reporter X SCHF A4 FRIIE K . 3500 5 3OS I 5 ST 44 BRI 7 SCIL BT 3% o
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4. srEEKE
i 22 Setup SEERE ] Set Analysis Parameters  f%4fl, BN SEOE . 51
FRIR TR K, TIARFRERAEE

5. Z2RFIIvE
WRYE 7 75 B E 2 B R AS T

5.1. TRSRF5

5.0 gl A MZERAE R W bR 4 RS XA
rVariant Reporter ﬂ

l'\ Analysis: The project does not have a reference.

Variant Reporter will create a reference during analysis.

[ OK ][ Cancel ]

. 4

5.1.2. ik 1A, SERRTAANT. BB N6. S5 R4y

5.2. REFASHEFS]
5.2.1. m i 2 Setup SEFRAE FR Define Reference 1441, AT HEE T LI

L Vanant Reporter Software 2 - Untitied Proect - save project to name le mn,
Q(DD. V. w208, @B, 0. & @
Dashboard | New Impot | Save  Close Pt Repots Export Help  Preferences Glossary

Project Status  Traces Atsigned Howdol.? =
[ 8 impor] 8 Expent 10 copy Toomnboms G Reference + Eiayen v BROK + 7 Ampicon rimersKnomn Vaarts
BB B 7 7 T Unaligned Ampicons -
“ |1 Feature Properties
Property Value
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5.2.2. fiili Define Reference ¥4 7 T EASH)  Bimpot %41 (LA EITHEL) , 73

H A TEHE PR £ F 2 AN S P51«

{18 Import Reference [ (@

‘, =

‘ Import Reference

Previously saved references can be loaded from Dashboard into your project. References can also be created by importing
GenBank files, fasta files, sequence files, text files, trace files, SeqScape Reference Data Group files, or Variant Reporter reference files

New Reference Name ey, Reference
Reference:
l
=T © Import Reference from File  C:\Applied Biosystems\Variant Reporter\ Tutorial Data\Reference_Segmentl fsta Z]
Load from Dashboard

< Back Net> |[  Fnsh ][ Cancel |

5.2.3. fEXHHHE H % “Import Reference from file” #E30 ( L RFT kALY , St N S NHD
A, ZIRFH SRR LLN: vrr. fstay fastas txt. seq. abl. gb. rdg ¥ ctf.

5.2.4. S NHEHE A, B SRSANSRFEIE .

| Setup > Define Reference Project Status | Not Started Howdol.? ~
—
@ Import  Export (€ Copy To Dashboard ) Reference ~ 5 layers v 5ROk v 3 Amplicon Primers/Known Variants  ~
BRI UnolignedAmphcans| -
1 377 - There are no amplicons in the Import and Manage Traces
= S : : : J | peoe
Ne amplicons have been aligned to the reference
Mo layer or region of interest has been defined 7] Feature Properties -
Property Value
Basics
Name MyGene Exonl
5 ROI Type egment
] Reference Sequ e Sowce
R e | Translatable
1 TCCTGAGCGT GATTTGATAA TGACCTAATA ATGATGGGTT TTATTTCCAG ACTTCACTTC TAATGATGAT 70 BCon
71 TATGGGAGAA CTGGAGCCTT CAGAGGGTAA AATTAAGCAC AGTGGAAGAA TTTCATTCTG TTCTCAGTTT 140 Begin
141 TOCTGGATTA TGCCTGGCAC CATTAAAGAA AATATCATCT TTGGTGTTTC CTATGATGAA TATAGATACA 210 End
211 GAAGCGTCAT CAAAGCATGC CAACTAGAAG AGGTAAGAAA CTATGTGAAA ACTTTTTGAT TATGCATATG 280 Length
281 AACCCTTCAC ACTACCOCAAA TTATATATTT GGCTCCATAT TCAATCGGTT AGTCTACATA TATTTATGTT 350
351 TCCTCTATGG GTAAGCTACT GTGAATG 377 Segment
Start 1
Reference Layer
Codon Table standard
Layer Name
Orientation
ROIs
Start Codon 2
Translation Fram:

5.2.5. MIHFBEG AR —%SHFH], ATFUCET TR P Simeort 240 750 H ) HEHE

&+ “Add Another Reference Segment” #ET5 (KK Hiskit)

6 Applied Biosystems Variant Reporter Software 2.0
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L import Reference @
Import Reference

Previously saved your project. References can also be created by importing
Mmkﬂlslmﬂu.M:Mmﬂ&umﬂnmwmummﬂuavmmdmcﬂa 3
Reference Name: New Reference

Reference:

1 ) Import Reference from File J '
) Load from Dashboard -
© Add Segment  C:\Applied Biosystems\Variant Reporter\ Tutorial Data\Reference_Segment2.fsta j ™

Bk [ Net> |[ Fmsh ][ concea |

5.2.6. sl [ $A, EBBIARCSCHE, s [ Ne | AL BAESIHESAMSE

F

|/ Add Reference

=)

Add Reference

Change the names and coordinates for the new reference, if needed. Segment names must be unique, and segments in the newly
2added reference cannot overlap with any of those in the project reference.

Segments in Project Reference:

MyGene,Exonl 1

5.2.7. s XTUEHE A

14,

T R I AN

@ Import @ Bxport 18 Copy ToDashboard [ Reference + £3 Layers v J RO v ) Amplicon Primers/Known Variants v
Bl BB 7 = |5 Unaligned Ampicons, =
1 are not. to the ref
MyGene Bxenl
~ | Amplicon2
No emplicons have been sligned to the reference. 2
N layer of tegion of interest has been defined. “ | 1 Feature Properties 2
Property Value
Basics
= Name MyGene Exon2
S * ROI Type segment
] Reference Sqm[ P _chu
378 GAA TGATGGTAAG TACAT! TTTCTTATIT TAABATAATT TTICTACTTG AAATATTITA 447 Ly 2
448 CAATACAATA  AGGGAAAAAT AMAAAGTTAT TTAAGTTATT CATACTTICT TCTTCTITTC TTITTTGCTA 517 Begin 3n
518 TAGAAAGTAT TTATTTTTTC TGGAACATTT AGAAMAAACT TGGATOOCTA TGAACAGTGG AGTGATCAAG 587 End 764
588 AAATATGGAR T AACGC  TGCTAACTGA ARATGATTITG AAAGGGCTAA CTCATACCAA 657 Length 87
558 CACAAAT TGATATAGCT GACATCATTC TACACACTTT GTGTGCATGT ATGTGTGTGC ACAACTTTAA 727
728 AATGGAGTAC CCTAACATAC CT 764 Segment
Start 378
Reference Layer
Codon Table standard
Layer Name
Onentation
ROl
Start Codon =
Translation Fram:

Applied Biosystems Variant Reporter Software 2.0
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53. FAIMER
5.3.1. fEF5E T HEE B ST ) Amplicon Primers/Known Variants  $%4fl, 7F T 2 ks g%

Add/Edit Primer Sequences 1T ILHS 5 H 51 W0 5 9 B X6 TR ATE o

———
W} Add/Edit Primer Sequences
Ampli primer seq can be added to your project and aligned to the ref
@ To add primer sequences enter the sequence in the text fields or import a file that contains the sequences. Aligned primer
q create ampli within the ref and are used during analysis to trim the primer sequence.
£ 3 Add
Alignment Amplicon Forward Primer Reverse Primer
No Amplicon2
.

[ mign J[ ok J[ conce

=

5.3.2. Al B LA L CEE O SA) , EERLprimer B.txt SO

3 Import Primer File
OQ IL <« Variant Reporter » Tutorial Data » 'I"ll Search Tutorial Data ol
Organize v New folder = A ®
8 Downloads *  Name : Date modified Type
2. Recent Pl
W ecERTRS | B spacimens 2/11/2018 5:13PM  File folde
S | __| Tutorial_Primers.primer 3/5/20121:32 PM PRIMER F
~4 Libraries
E] Documents
J Music A
&= Pictures 1
B videos
1™ Computer L
&, Windows (C:)
4l < m ] »
File name: Tutorial_Primers.primer - [lmpombleﬁles('.w. *.primer) v]
—-»[ Open |v] [ Cancel ]

8 Applied Biosystems Variant Reporter Software 2.0
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5.3.3. ik FAN SNBSS S g XHEHE T 51 A 52
B, SERRE {541

-
| W) Add/Edit Primer Sequences

A

can be

d to the refs e

Alignment
Yes
Yes

pli primer

[T

| (@) To add primer sequences enter the sequence in the test fields or import a file that contains the sequences. Aligned primer
sequences create amplicons within the reference and are used during analysis to trim the primer sequence.

dded to your project and ali

Amplicon
Ampliconl
Amplicon2

| g3 add
Forward Primer Reverse Primer

TCCTGAGCGTGATTTGATAA TGGGTAAGCTACTGTGAATG Remove

. Import f

TGAGAGAACTTGATGGTAAGTA TACCTGGAGCAACAGGTACT

[ mign || ok J[ cance

5.3.4. th TS 3 MU RE AT U i S F BRI S A

.

.
Add/Edit Primer Sequences R
Amplicon primer seq es can be added to your project and aligned to the reference.
@ To add primer sequences enter the sequence in the text fields or import a file that contains the sequences. Aligned primer
create ampli within the refi and are used during analysis to trim the primer sequence.
et
Alignment Amplicon Forward Primer Reverse Primer
Yes Ampliconl TCCTGAGCGTGATTTGATAA TGGGTAAGCTACTGTGAAT( E TEsaie
Yes Amplicon2 TGAGAGAACTTGATGGTAAGTA TACCTGGAGCAACAGGTAC
0 Need New amplicon TGAGCGTGATTTGA GTAAGCTACTGTGA 4& Import
=

<

m d b

Aign [ ok ][ cence |

Applied Biosystems Variant Reporter Software 2.0
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535 FEIMIASIFESG, St iFHE F o R B 52 S AT . SRR

Lo ] s

o .

New Import

W0

Save Close

[ IR~

* Dashboard Print Reports  Export

0. &

Help. Preferences Glossary

Untitied Projec...project to name [ Setup > Define Reference

Project Status | Traces Assigned

|HowdoL.? ~

Project View # Import @ Bxport () Copy To Dashboard ) Reference v 55 Layers

RO v 57} Amplicon Primers/Known Variants +

@l B @ 7 = | 7 Unaligned Amplicons | =
Import and Manage Traces il 1 377,378 764, » | There are no unaligned amplicons in the
MyGene Exonl MyGeneExon2 project
Set Analysis Parameters |
ootre rererc >
Amplicons
Define Project Details Ampliconl Amplicon2
Anal -
Do No layer or region of interest has been defined. * | £ Feature Properties =
i Quality Control Property Value =
- Basics
roject Quaity S - Nema Aphicont
Trace Qualty 3 ’ ROI Type amplicon
= Source primer alignment
[ Reference Sequence: Jatabl
P : :
s
ot Tt Suny 1 TCCTGAGCGT GATTTGATAA TGACCTAATA ATGATGGGTT TTATTTCCAG ACTTCACTTC TAATGATGAT 70 cstion
: 71  TATGGGAGAA CTGGAGCCTT CAGAGGGTAA AATTAAGCAC AGTGGAAGAA TTTCATICTG TTCTCAGTTT 140 Begin 1
Amplicon Ovi 141 TCCTGGATTA TGCCTGGCAC CATTAAAGAA AATATCATCT TTGGTGTTTC CTATGATGAA TATAGATACA 210 End £ E
211 GAAGCGTCAT CAAAGCATGC CAACTAGAAG AGGTAAGAAA CTATGTGAAA ACTTTTTGAT TATGCATATG 280 ey 7
Variant 281 AACCCTTCAC ACTACCCAAA TTATATATTT GGCTCCATAT TCAATCGGTT AGTCTACATA TATTTATGTT 350 9 2
351  TCCTCTATGG GTAAGCTACT GTGAATG 377 Segment MyGene,Exonl
Start 1
Reference Layer
CodonTable  standard
LayerName  Amplicons
Orientation tight
ROIs [Ampliconl, Amplicon2] 0
2 i Start Codon# 1
A%Qpphed et b ¥
. iosystems < m '

5.3.6. Ml A USRS PR e BRI

X SN FIBEAT HR, B oA as R .

| Results > Results Summary

Project Status | Analyzed

[ Project Overview

Traces, Amplicons, and Specimens

This project contains 24 traces, 2 amplicons, and 6 specimens.
This project contains 0 unassigned or excluded traces.

This project contains 0 unanalyzed traces.

Variants

Percentage of Assembled Traces - 100%

0 g 100

Average Trace Score - 45
[ 100

Average of Median PUP Scores - 26
05 ll)l

0 known variants covered|
11 candidate new varianl.{

Average of % Expected Trimmed Read Length - 86%
o 100

E:

R SAEB IR 1A Aibric |
Z / N

hric ]

0 reviewed variants. = |

P P / S = =

=1 Amplicon muy‘ / \ As B R Eim =
1 ) 310, 311 630 -
: s J N ~ ~

BAF RS GAES TP I BRI AT E, DIEEARIC AR, w] i A il

HATEE

10

i by
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Variant Legend
Substitution [l Insertion [l Deletion [l

Amplicon Quality Legend
Pass ll  Suspect 1 Fail il

6. ZERMT
1. SR Y] Variant Review %41 & F RARA L Hr b

I3} Variant Reporter Software 2 - Untitled Project - save project to name

o= 2

Dashboard | New Import Undc

el O
[ R Hg.@'

Print Reports  Export Preferences Glossary

Save

Untited Projec. project to name [<]| | Results > Variant Review

Project Status | Analyzed HowdoL.? =

Project View [ Variant Score Threshold = Show Coverage

] Amplicon and Layer saeaion]

| Ak T 45 R RIS Y 1 T

View Variants for Amplicon| Ampliconl <ot Previous ..mpnmn T NexAmplicons T :eml.ayer ARahEE Tayer

i%iﬁlé‘]”réﬂ% SRR |

15} Amplicon Variants| ] Positions of Interest ¢ R Set Tab Keyto: @ 1| E[s]E) A i i 6 @ =
[ro1D [Variant 1D [Mut. Amp. [Reviewed [Result [Source [BasePos. [Var. Cont. [VAF B L
—@__ino E New 16 0 FEE] See T £palicent I >
2 |Amplicont  826Y/ Y~ U no - New— 82 9 0
3 |Amplicont 14385, \\L\ no - New 143 9  8afb—_  0® 1 " u
W |Amplicont  nuAfiSinsARG. O o 5 New 144 0 00 [rRfAT A TG THGECA TR TERT AR T TG
5 ampicons 258057, 23v = M\\\' g - s0ofSUmAT AT GGAGCCAMA[TATATAATTTGG

/
/

. :
T A — AT M TGG AG A A

= 2173 T
Project Resuts Summary / " P & N A
16-17insA \ / \ VW VA
Amplicon Overview / \ \ \ \
- / T T T -
e

ROID [Genotype [BasePos. |GTResult |UserEdit |QV  |Cov. |AmpliconiD |I

‘L'amﬁmmwﬁu;txmmxmmm 1T1TITITEIITATITITAL

= _R_D01_07.ab1
Ampl.. 16-17insA 16 - no 32 X Ampliconl -
Ampl... 16-17insA 16 - no 38 2 Ampliconl -
Ampl... 16-17insA 16 = no 33 P28 Ampliconl
ERU U Ampl... 16-17insA 16 = no 342X Ampliconl
5 ST ] Ampl... 16-17insA 16 = no 342X Ampliconl
6 |Specimenl  Ampl.. [=]+[z] 16 2 no 371X Ampliconl o
A\% Applied l = , 5 kr@t&ﬁé&'&;;a'wé;;dlﬁ;ﬁh Window
P Biosystems «

6.2. i[RI A (AR ORI VIR RIREA AR By R R A

_ savw:qmsg-ﬂuuuu= _ Set Tab Keyto: &4 ~ B () Bl ) bl il b i =
¥ i 3 i
e I Aercicont >
T T o T i 1 . T T
- p—

s » u "
RFATATGGAGCCAA=TATATAATTTGG A - T A T
SumAT ATGGAGCCAAATATATAATTTGG A A T A T
Specimen2 = Specimen3 Specimend E
ATATEERCCERRAXTTRATRATRINTITRES eRRaTAT  SXXXTIET *
RFHTCCAGCCCAABTATATAATTTGO AETAT AAETH

" ®

WWN\/L/\ Il j\m

iTITEC! ,.,:7

7 y

-
4T

{\A[\/\”@/}"/\" Ay /W\{\/ Y

Speci Specimen§
cw CXIXXITRAT  RRRRTIT L

T

ENI

6.3. WL IEM K A AR R MRS, I Gl A A b o A X Rl
WFEE R BRI RAL . AP R R (LR "Result” A1 "GT Result” #5311,

11 Applied Biosystems Variant Reporter Software 2.0
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.

VariantID
... 16-17insA
... 82C>Y a

Ampl... 143A>M a no

Ampl... [144-145ins... a

Ampl... 258C>T; 25... a

no
no

< m

0

99
New 143 99 833 sub
New 144 0 00 ins
New 258 94 500  sub

»

1 Specimen Variantsl

— s HXE"

ROIID IGeno!ype IBase Pos.

Ampl.. 16-17insA 16
Ampl... 16-17insA 16
Ampl.. 16-17insA 16
Ampl... 16-17insA 16
Ampl... 16-17insA 16
. [=]+[z] 16

Ampl.

16-17insA
GTResult |UserEdit | QU

- no 32

no 38

no 33

no 34

no 34

no 37

< [0

ICW. IAmpIicon D I |
2X Ampliconl i
22X Ampliconl
X Ampliconl
2X Ampliconl
2X Ampliconl
1X Ampliconl

6.4. JiEHF 5

BRAFSR AL 1 AR R P F I PO SIS AT R B T RE,  ATARYE 7 B AT IR

6.4.1. B At

1) TAMERE SR G, RERFEASKIE A Consensus sequence 75 ZE A7 . Bl IE gl ik

¥, HERERANSEER CFEERPINKRBEFRA Specimen2 ) 82Y £i745)

(A 27
(Consensus sequence)

TE ) B i)
LRl

2) S TFHGHOMMEERT T8, ERAESEA b F 2 AN R . IR O SRR A

AL FERHE

12
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|3} Base Edit Results

[

@ 1 variant added:

82C>r
1 variant rejected:

82C>Y

L

3) midh o] #AJS, HimRAA s R InZE SR .

TS
ROIID |VariantID 1Muk.Amp, IReviewed 1Result ISour:: ISase Pos. 1Var.Conf. [VAF% l'l’ype
1 |Ampl.. 16-17insA u no accept New 16 0 8333 ins
2 |Ampl... 82C>Y u partial reject  New 82 9 NA sub
— 82C>r o partial - manual 82 99 8.33(... sub
4 |Ampl... 143A>M g no - New 143 9 833 sub
5 |Ampl... [144-145ins... (W) no - New 144 0 00 ins
|6 |Ampl... 258C>T; 25... u no - New 258 94 500 sub
< 1
0 SpecimenVarian'sl +RXE=
82C>r

‘ Genotype ] Base Pos.

GTResult |UserEdit |QU

| Cov. IAmpﬁcon D |l

SpecimenID |ROIID
1 |Specimenl Ampl...
2] Specimen3 Ampl...
— 3
4 |Specimend  Ampl..
s |specimens  Ampl.
6 |Specimens  Ampl..

Ampl... 82

82C>Y
. 820>Y

+

]
1+
1+

82 reject no
82 reject no
82 - yes
82 - no
82 - no
82 - no

65
65
0

65
65
65

IS

m

1X Ampliconl

2X Ampliconl
X Ampliconl
X Ampliconl
X Ampliconl
22X Ampliconl

6.4.2. JiHI R 2%

1) SEBBEFEFLL, FEFEAH] Consensus sequence [k 75 EEMIRR OmRIE 5, S dviE A b

1" Delete” i o LI ER AR HH XA, $ROR R ORI R

|} Base Edit Results

82delC

82C>r

@ 1 variant added:

1 variant removed:

2) i 58 BRI

6.4.3. T AL
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B RA e SR EF M

R T EAB U Consensus sequence FEAS,  SRARTRETELT 5 2l U PIIAE 2 7], HRddy
PRAR o FE S A TR HE B A\ T BN OB, o Ry B A (] 2 B S BRI AN,

—
| TraceSegmentJ Set Tab Key to: ] ¥ ﬂ TR
= i
Ampliconl i
i p_ e i

Specimen5 Specimen6
-- . -- -

- -, - - mm
CA AJMT AT CA AREIT AT

6.5. LRAFIH

6.5.1. TiHRFAIgEERIS, Ml by TRR A g - L, FERRHE R REEE
2 e Ve, TEB L IRHERE AN H ARG, A I
ko

rm Save ﬂ

Enter project name

l

Project name cannot be left empty

6.5.2. T AHHPE L T ARSI D b, 1 Dashboard FEHE B RANTIH . 7EHI%

NS
HOW R AT TR I .
Dashboard View
(== Projects @ Analysis Parameters | [ References -
Project Name Created By Date Created Last Modified Status Comments
trail test 3/4/1810:52AM  3/4/1810:52 AM  Analyzed

14 Applied Biosystems Variant Reporter Software 2.0



7. FHATWE

7.1, R A A IS B $540,

BAF T AE

4 Reports [=X=)
Reports
Select Reports to export, print, or preview from the fist on the left. Multiple reports can be selected. To export a selected report of reports, specify the fle type and
|| target directory, then click Export. To print a selected report or reports, click Print or select Print Preview to view, then print the report.
Project Report Settings
Project Reports
———— Project Reports are setto export and print variants excluding rejected variants and only variant genotypes for each specimen.
[ Project Summary Report To chenge these settings, go to Preferences > Report, Export, and Print Settings > Project Report and Export Fiters.
[¥] Quality Summary Report
v <
[ specimen Report Select Specimen A1 _1 fie per specimen__~. Select Project Report Graphics:
Select the graphic option(s) you want to print with each report,
File Format =
= Additional Trace Quality Reports sl @ Quality Grid Graphic
B 9] Amplicon Summary Graphic
Q¢ Report B 4] Variant Snippet Visusls
[ Plate Report
[ Trace Score Report o
[ CRL Report i .
P R Distibution Report Trace Score Report, CRL Report, Q20+ Report and Signal Strength Report will be sorted by Run Name.
EQvat- Report QC Report and Signal Srength Report will display Average Raw Signal Intensity.

[ Signal Strength Report

A

Plate Report will display well image with Wider thumbnail and without the file name.
To change these settings, go to Preferences > Report, Export, and Print Settings > Trace Quality Reports,

File Format | .pdf

Export Settings

| Target Directory C:\Users\fan.yang2\Desktop

=]

C

[Printpreview | [ print [ Bpot ||  Close

A. LT ES A AR .

B RA e SR EF M

B. fE T HIME LR T RS A BGE PR I FEA IR S 238 3 ) ("All-1 file per

specimen” BT o T HIRDE FISCHERELCAN pdf.

C. IEFIRE SR FHAIE. s A I E R

7.2, Wil & 3Cft

EEMRT.

2 Applied
A‘% Biggystems

Project Summary Report

: val test
- Mar 04,2018

Analyzed
. New Reference

Prrted on War 04, 2018
Varant Reponter Sotware 2
st

Number of Known Variants: 0
Number of Unknown Variants: 11
Number of Reviewed Variants: 0

Number of Parsially Reviewed Variants: 0

Number of Unreviewed Variants: 11

Analysis Parameters

Porcentage of Assembled Traces - 100% Basecall:
° 50 10 Basecaller: KB(tm) Basecaller v14.1
Mobilty File: Use Mobility File from Trace
Mixed Base 25.0%
S Tk B~ A Data Scaling: True Profile
° 2 10
] Trim:
Quaity Values yes
Average of Median PUP Score - 26 Bisa 4 &
— = M13 Primer. yes
Ampicon Primer yes
Average of Percent Expected Trimmed Read Length - 80% Fil
° z = Trace Score: <25
Median PUP score: <4
% Expected Timmed Read Length: < 50.0
Minimum Trmmed Read Length <50 bases
Page 10f 6
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Fft%: 3500 Data collection ZK44: 7 Xt il S04 2 BRI B 7 ¥

1.

X 52 A 75 208 26 3500 Data Collection Software 3.0 #44:, % AN 2505 5 8F N 8% 3 7L 1H .

=

[ele—

Common Operations

Library Maintenance  Tools ¥ Manage ~ Preferences Help ~ [og 0w

Quick View 7]
~ Gauges
Conditioner Polymer ABC - (Anode) CBC - (Cathode) 36em -8 cap Array
192 3 4 3
s 2 VN, s 2 T, s By
bt v 3 z, & % 1" Yo
TN 'I 8 'l s S 184
" K’ ] o a7 0 a7 o \ 160
— — )
0 Samples Remaming 20 Days Remainin: 9 20 Days Remaining 9 25 Injections Performed
(0 Injections Remauning) Remainin o
Instrument: 3500 DxInstrument State: Idle [VeeweInstrument Sensor Detais] Preic tha Gvess
1 L Set
"“;‘ g e ‘:"" ?I" OvenTemperature (*C): 2974 g
: enDoor:  Clo 2 o
D0R: L Detection Cell Temperature ("C): 24.44 05 ra
Instrument Door:  Close
~ Consumables Information 5 ©
Consumable [ Name [staus Days onl ] [Lothumber |
Polymer Condtioner 1 Sample Remaining  -1357 OLFeb-201808.. 1103199 s
Anode Buffer  ABC 20 Days Remaining -5 06-Jan-201898.. 1103381 am1

Cathode Buffes  CBC

Capillary Avay  36cm - 8 cap

20 Days Remaining -5

4408256
4404683 - Serial # L317B5018

31-0ct-201705.. 1701409
17-Jan-2018 00 50

~ Maintenance Notifications

Name.

[Prionty [Notiication Date

[Descrption

2. SV b @ sl (ERETkAL) B3 T “Create New Plate” #2241 (b B[ B8l 4b )
#H N workflow ¥ & L1 -

16

Dashboard | Edit ~

L T—
—> Assign Plate Corterts
&, Fun nstrument
Load Plstes for Run
Preview Run
Montor Run
iy Review Resuts
View Saquencig Resuts
View FragnentHD Resuts

L. Plate Name 2018031 2-est

0 NewPlate = (12 Open Plate

v (& Save Plate

v (i Close Plate | @, Start Run

Plate Details

“Hame: 20180312-test

* Number of Wells: @ 96

* Capitary Length: [58_w] em
Potymer: (POPT_+)

» Secondary Analysis

%6-FastTube
“Plate Type: [Sequencing

)34

|

Perform Auto-Analysis @

Assign Plate Contents
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3. i e Setup SEEH

Assign Plate Contents

Dmhboard | Ede ~

B RA e SR EF M

A, BENFE i B

Libary Maintenance Tools ~ Manage ~ Preferences Help ~

v D SavePlste v L4 ClosePlate | 8 Import B Bport | O Find/Replace 5] View Plate Grid Report g Print ~

.| Plate Name: £ NewPlaste v (2 Open Plate
[EZ Table View

B ShowInWells ~

[=] SelectWells + | [ Awray Selection gcam B ZoomIn EiZoomOuwt @Ft @

-

T4 [s

(O £

9 v ju |

i

i

£

4
T=[~[s[~ =]

L)
(w

%/ [E] sequencing
\

Hame. Burcode
ﬁ Assays File Name Conventions Results Groups. =
[ Actions ~ Adtions ¥ Actions ~ k)
R -*
/ Add from Library Add from Library Add from Libeary a
Create New Assay Create New File Name Convention Create New Results Group g
$
&

4. XTFERBREEAT E U, A T kA2 (RIS AL ) BoRFE A R

FE 5 1 _E i

MFFEAIE, £ EESAmAYT 1 TER .

(5 NewPlate v £22 OpenPlate ~ (2 SavePlate v 4 Close Plate | i Import (® Bxport | O Find/Replace £ View Plate Grid Report 35 Print +
{5 Table View| =
B Show In Wells -‘ [=] Select Wells ~ | ] Amay Selection g Column ‘ B Zoomin EIZoomOut EFt @
12 3 la [s [s [2 [s [s [10 Im [2 ]
[E]sequencing
Name: for test Barcode:
» Customize Sample Info
(7]
- Property Value -
fssors HeNsne Couventioss User Defined Field
Actions ~ Actions User Defined Field
. User Defined Field
® B AR Mcosoprorl. | (8 E Add from Library User Defined Field
Treate New File Name Convention 3: Analysis
Amplicon RNaseP = L
Specimen Human
Misc
Comments =
« 0 | ’ < m J »
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5. {ESMH R 771 File Name Conventions 15 B HE P i 5 “Create New Name Convention” #7325 (&
BMEN) , BN SO RRG T TEHE, X H s A i SO 44 4% AT S 4

~

‘ Cveate New Flle Name Conventlon

Setup a File Name Convention

@ File Name Convention cannot end with a delimiter.

* Name: 20180326

Select File Name Attributes

IPreview of File Name:  <Sample Name>_<Amplicon Name> _

f— etk Amg

Available Attributes
AT
IR 2 BRI H

Analysis Protocol Name

] »

Assay Name

Capillary Number
Custom Text2
Custom Text3
Date of Run
Injection Number

Tovcbrvsimaand Manan

v Delimiters

Selected Attributes

Sample Name
Underscore { _)
Amplicon Name

/Y52

Underscore { _)

C Eustom Text! >

Move Up [

A A RRP ST H
AR 53 A R HE S

Select a delimiter

Underscore ( _) v

[V] Add between attributes

|
FESCHE 4 i
A5 1 %9 73 b 1

Add a custom value to available attributes {optional)

Custom Text L:

Select File Location T

Custom Text 2:

Custom Text 3:

CETUNEVS'S & NES

@ Default File Location  D:\Applied Biosystems\3500\Data

) Custom File Location

Close

ISR

Browse

Apply to Plate

Save to Library

6. TEXTURHERS M4 4% N B N Variant Reporter 2 B4 AT L EZDIRAI R . S il iE 4

18

Ty (wvene] ok

Bt (abl ) ZHRCA454 Variant Reporter2 (B R, 7] B3 S A HH3H4T

(swesatiy] RN B BT ISR L, 3500 WA RAG S

i
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