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Allele frequency
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ClinVar

COSMIC

dbSNP

DGV

DrugBank
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FATHMM scores
Gene models (RefSeq, Ensembil)
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SIFT
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~ ~ Thermo Fisher Cloud Terms of Use
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LIFE TECHNOLOGIES CORPORATION
THERMO FISHER CLOUD SOFTWARE, VERSION 1.0
TERMS OF USE

Updated March 26, 2015
e .k é
1% 1 GEnERaL

These terms of use (“Terms”) are entered into by and between Life Technologies Corporation, a Thermo Fisher Scientific
business ("Life", "we”, "us” or "our") and you, the person registering for access to our proprietary infrastructure, software,

applications and services (the *Platform”), or the organization or entity that has authorized you to register for access to

a JEZT— R * a the Platform for its benefit (in either case "you", "your"), and govem your access to and use of the Platform as a web-

based hosted service made available by us (the "Service”).

PLEASE READ THESE TERMS CAREFULLY. IT IS IMPORTANT TO UNDERSTAND THAT THIS IS A LEGALLY
BINDING AGREEMENT BETWEEN YOU AND LIFE. BY REGISTERING FOR, ACCESSING OR USING THE
ee0c0cscce @ SERVICE, YOU CONFIRM THAT (1) YOU HAVE READ THESE TERMS, (2) YOU ARE AT LEAST 18 YEARS OLD,
(3) YOU, AND THE ORGANIZATION OR ENTITY ON WHOSE BEHALF YOU ARE ACCEPTING THESE TERMS
AND/OR USING THE SERVICE, ACCEPT THESE TERMS, and (4) WHEN REGISTERING FOR THE SERVICE,
YOU READ, UNDERSTOOD AND ACCEPTED QUR PRIVACY POLICY (available at www thermofisher com/privacy-
pelicy.html) ("Privacy Policy”). CLICKING ON THE "I ACCEPT" BUTTON BELOW INDICATES THAT YOU CONFIRM
EACH OF 1-4 ABOVE, AND ACCEPT AND INTEND TO BE BOUND BY THESE TERMS, AND CONSENT TO
ENTER INTG THESE TERMS IN ELECTRONIC FORM. IF YOU DO NOT ACCEPT THESE TERMS, DO NOT
REGISTER FOR OR USE THE SERVICE NOR CLICK "I ACCEPT"

I you are located within the Peoples’ Republic of China (including Hong Kong), then these Terms will not apply to you.
DTIH? 1j-/r \//( \/ We may modify these Terms from time to time and at any time, in which case we will post a new version on the applicable
site ("Site”), and update the "effective date” above. Changes to these Terms are effective when posted to the Site. Your
continued use of the Service following posting of any changes constitutes your acceptance of such changes, and if you
do not agree with these changes, you mustimmediately stop using the Service. We may modify the Service at any time in
our sole and absolute discretion without netice, in which case your sole remedy is to close your account and stop using
the Service, However. if we modifv storace Services. we will notify vou at least 90 davs in advance. Pleasg
BA>AICBRDTI ?

Pinterfiendly version )

A2 A 2CH
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More info
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1. H&E% (Organization) E ¥ & D5 & (L. OrganizationZ £k

Confirm Organization creation

lon Reporter recuires each user to be a member of a new or an existing
Organization. If you wish to become a member of an existing Organization,
please contact an administrator of that existing Organization. If you wish to
create a new Organization and be its administrator, please create an
Organization on Thermo Fisher cloud. Click on 'Yes' to be redirected to the
Organization creation page. Click 'No' to login as a different user.

@ ad Yesx')wy

2. EFE D Organizationz A AILT-5. Createzx V') )

Create a New Organization
Enter a name for your new organization. Your organization name must be unique, and N = 4~1E8 A [— — S —_ L | S L
should describe your organization to new team members. 1’/[ _F 0) J: j 7:J~ iﬁ A 'ﬁ N I7_h\ﬁ — /'QZ) E.I- Ae I‘E 75\ & J id— o

TN G ERFREXFEFEALTNS
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https://ionreporter.thermofisher.com/ir/
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Bioinformatics designed for accuracy [
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Quick links to get started Announcement ts
Samples Welcome to lon Reporter™ Software 5.10!
u J Samples represent a collcton of ata (sequence reads) fom one of more sequencing uns Weome o on Rorer™ Sofare & 10 Pesse s h atst Rl
v What's new in lon Reporter 5.10
et of analysis components that have been put together to automate the analysis of your data.

N

" lon ReporteryFFI TP AQRTALET
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OrganizationZEIY B ToNI-ERAIEELT — 2B ENEA5DITTEHYFEE A,

#71-. lon Reportery 7+ T 7 (Z(Z$ Organization A D7 — A O i REBART LIT T AI U AL EF TS
(Share) EEN B> TLNB =80, T—AEB D=7 A DB EDETIEHYEE Ao

(BEFIHAI0D1—H—)
1. “Connect Your Lab”~a4' 1L
https://apps.thermofisher.com/

<—7% (Users)&=49')v%

Thermo Fisher Connect™ Powered by Thermo Fisher Cloud ‘&%

&) Upload files ¥ Create project QQ

ey o

Recent projects and files Tutorials View my files My Apps View all apps

I

" = Recently used
B Release Notes: lon Reporter Software 5.6.pdf SR

ane

11 Rec

ﬁ B} |on Reporter
E-

-
All Apps Filt
4{s)
Pezk Scanner

AnalysisSuite
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[## 2] Organization~®D1—H—{F#F(2)

BEIHEH01—H—)
2. BEimA LEDOActionHh 5. Invite UserzEiR
3. HBEHFELIENWA—TF—DA—JLT7RFLREIERZERTEL. InviteZ 1) wY

User Manager Powered by Thermo Fisher Cloud &
)
. User Manager z0
. . |
= ﬂ ’ . il ’}.’
HH I
] . . Invite User
Email Address First Name Last Name
ﬁ 41 Remove User
mealim el Mt avmaafial aw aa — IS — User Deta”s
Invite User
Email Address to Invite @
Roles v Import v Analyze v Report V! Admin
.
Ccancel ' Invite )
e ————

XBEFEINBH1—5—IL. FHilZConnect Your Lab~NDEEFNHE
MDOrganization kiR E THIAIDLEHY .,

Feedback
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BEFEN-Alo1—5—)
1. BEFA—ILIZEEB SNV 0T 09D
2. thermofiher.com®D 7 hO U MEHREA AL, YA A12%F D)y

Thermo Fisher Cloud (&%

Dear
Your account has been created in Thermo Fisher Cloud organization LTJ demo 5101.
Please click on the link provided below to log in for the first time.

https:/apps.thermofisher.com/apps/um/#/invitedorglist/

Please note: If you don't already have an account W{h thermofisher com, you will be prompted to register. Please register using email address:
Otherwise, please log in.

Sincerely,
The Thermo Fisher Cloud team

RT3

o 2 4

HA A CBRDTIN ?

YA A CBRDTIN?
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(HBEFESNBO1—F—)
3. {BfFt D Organization Z:EIRL . OKREED1)v D

User Manager Powered by Thermo Fisher Cloud &
()
P Organization Invitations
B You have been invited to the following organizations. Please select the organization you would like to join.
= Organization Name
-

LTJ demo 5101

You can always click the notification to come back to this page.

4. A —H—LLTEMEIN-ZEFFEEZEL. lon Reportery b7 DIR{E~ED

Feedback

User Manager Powered by Thermo Fisher Cloud &
a
[ User Manager =0
Email Address First Name Last Name Status Last Login
o TRAIN LTJ Enabled 2018-07-24T02:46:34.515Z
-
TRAIN LTJ Enabled 2018-07-24T02:51:36.253Z
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Q) - Tq.aw_n = Sign Out '

Home Samples Analyses Workflows Admin
Dashboard Notifications Life Technologies Japan « lon Reporter 5.18.0.1
Quick links to get started Announcements
Samples Welcome to lon Reporter™ Software 5.18!
J Samples represent a collection of data (sequence reads) from one or more sequencing runs. Welcome to lon Reporter™ Software 5.18! Please see the Release Notes and User Guide for the latest information on this release.

Define sample View samples

Workflows

Create workflow View workflows

Analyses
Analyses represent workflows that have been executed on a set of samples.

Launch analysis View analyses

Workflows are a set of analysis components that have been put together to automate the analysis of your data.

Have questions?

If the help section didn't answer your question, here are four options to get additional help with lon Reporter™ Software:
@ Send feedback directly within lon Reporter™ Software ) Contact Web Support

¢ Send an email to ionreporter@lifetech.com

HR—bADY) D Ta—FRINy G E

HERICOAFERTETY , BHRICEERAVETEE A,

N
ToIT—MNEEDEHMLE

What's new in lon Reporter 5.18

Feature Highlights

© Analysis workflow improvements and feature enhancements for assays and panels including:

lon AmpliSeq Microbiome Health Research Panel: detects microbial species via 16S and target species-specific amplicons with single and multi-analysis
comparisons, using a variety of common databases and QIIME2 functionality

Oncomine tumor specific panels: analysis of focused, pre-designed or customized cancer panels relevant for clinical cancer research

Oncomine Comprehensive Assay Plus: comprehensive genomic profiling with analysis of low-frequency somatic variants (SNPs, Indels, CNVs) from over 500
genes, tumor mutation burden (TMB) and microsatellite instability (MSI)

lon AmpliSeq CarrierSeq ECS Panel: detection and analysis of single nucleotide variants (SNVs), insertion/deletions (indels), and copy number variants
(CNVs) associated with 418 inherited disorders from a single assay

« Oncomine assays, lon AmpliSeq panels

© New and improved features

« Exon Tile Fusion Baseline creation using your own samples
« Launch multiple Immune Repertoire workflows at once for each sample
+ NCBI 16S sequence database added to lon AmpliSeq Microbiome Health workflows

© Data and annotation source updates

« Updated controlled vocabulary for cancer types
« Updated hg19 and GRCh38 annotation sources

© Software assessment service

« Assessment to help optimize lon Reporter workflows for new and established assays on a new version of lon Reporter (Please contact your bioinformatics
support team to learn more).
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Access code M4k

IN—32514&KY  T—AO Ty 7 O—RIZIZHBEDIEEIZZYELE,
1. lon Reporter V7LD I 7RG (2L, BEA LDEET—IH 5 “Manage Tokens” %:E 1R
2. Generate New Access code #491)v%

0/ TB et Help Sign Out

Download lon Reporter Uploader

Manage Tokens

Change Password

Manage Tokens )

Account Preferences |

Access code is not set.

( Generate New Access code

IRU Token NnhYaGoxTUINoUMzaGa40FdVVEkpkK2pOUIB

API Token YmNINTdhZDMwOWRhY mExMDEZY TUzZTZil Copy [
Manage Tokens

Close ( New Access code abcd123417 )

The Access code must contain @ minimum of & characters and

should not exceed 50 characters

3. New Access code D##IZ6~50XF D+ H D (Lremsomrae | srom )
XFIIE NS (79T A—RISB B D THEAS)

4. Access code Age’éig?ﬂ IRU Token NRhYaGexTUIrOUMzaG840FdVVKpkK2pOUIB | Copy
AR E IO ETHEERENDE e o

5. Save and Generatezx2!)v%

6. Close®%')v%
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1. fLU NI SO —EEA EDEET—IHSPluginsZ 3R
2. “lonReporerUploader” M Version™m 77 H—F 9 %lon ReporterY 7k I 7 D/N—230 ERILZ & HERR

i Install or Upgrade Plugin Rescan Plugins for Changes
Plugins
Enabled Disabled Either Clear
" i Installed
Enabled Name Selected by Default  Version Date lon Supported Manage
L J
lonReporterUploader Updates Available! [l 5.16.0.29 Jun 23 2021 Yes
Uzage
i |
Rescan
i  Configure |
|

Upgrade to Latest
It Install 5.13.0.22

3. £ L VersionBhHLMEE L. AinDWET—IH 5 “Upgrade to Latest” h “Install ~” TEwE/A\—a> D
TS3TAEAV ANV B EBFEDOT7YITO—FEREITZDOEESIEHIAND)
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(1)

D — ™
B T T )
About Accounts Analysis Parameters Configure on Mesh lon Reporter Configure Plugins 2eferld About 5 ~ y — S e
- - 1. FLURISH Y —BEA L OEET—I D
Add lon Reporter account .R Analysis Parameter: |On Reporter COnflgUre %%*R
Configure - 0 N
Server Type: ® HTTPS o Mesh 2. Add Account® 5 “lon Reporter Cloud” &:#E 1R
HTTP lon Reporter on Reporter Configure I
\ / 3. LERIEAN
(3) [ Display Name : | S2ED&E] § ! |
Server: | 40.dataloader.ionreporter.thermofisher.com . Dlsplay Name
_ A—AILY—N—DIFEIE —BIZRTRESNLHBRT(ER)
Pore: {443 IP7RLR%ZE AT T AR RIRY HRE
[ Username : | lonReporter1—H &
Access code #A 11 lon Reporterd)l—"f—ﬁﬁ
[ PasSSWOrd : | sesesees ﬂ/ (|0n Reporter @/QXU_P(i X ) Username ()‘—)lx7|* l/X)
_ _ Access Code
Default : Set as default account. The default account is the preferred lon Reporter Account for auto-analysis.

Version : An account must specify the lon Reporter version.

Once the server, port, and token have been entered above please click the button below to retriz:t)he list of available versions 4 Get VerS|OnS€7 IJ ‘y7

l 5. B D/N—T 3L EER

Version : lon Reporter 5.10 '>:<705~/1lEﬁ‘2E#': E @J7‘yjon . I:& a E}Jﬁg*ﬁﬁ
el RELLVMEE I, BATHRT—570—LRL
mpentre ) ) N—SavEERT B,
- Y
= 6. Add%& 4\ v L TR EE BN
IR AT —2 EIZProxy ¥ — A\—HEET B E . RETERVNEARHYETS,
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1. fLU RIS —LR—MEEOUpload to IRTRAZ2%E%51) 4L . Display NameZ:&iR

3: | s 2 00130 e 8 = I Usostio R | | Pagma= | | Rt Actoms > i) |§ >< Upload to IR ~ Plugins « Report Actions - Download PDF =

Summary

user JPZ-437-20161201 training Dec 22016

2. 7yTO—RT2T74 LIEEERR

Unaligned Reads

15Mm 82 790,790

145bp 148bp 148bp

o a . . Are you sure you want to upload this report to lon Reporter? .

ol | o BAMZ7 A JL: EE5IT—%

PR - ‘ ‘ Upload just vee | upload Bama ver [BNNEY VCFZ74 )L :variantCaller7 54 4> TR LI-EE) Xk
1. Plugins?R#> M5, Select Plugins To RunZ 3R

Alignment Guality
':—— :nn :‘i“ :-:‘m Upload tolR~ 2. IOnRepOrterU ploader§7IJ ‘yb
2| | T e SR (Qﬂﬂepunemplc@-
= [Lp:]“m et | Refresh Plugins

_— 2. 771V DIEEEEERL . Display NameZ#52L TLaunch IRUZEYvY
Details

TenFugmeens | ChofSumeary | Cokbrason Ragsrt | Ansha Do | Supeort | Sofvess Verson ; Uplocad Options : O bam only Default Status Launch

O vefonly
- (D
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TS5 EBBED 87y A—F - TR E
1. T2 BFDlon Reporter?7 T, B E L7 v 70—k EEWorkflowZ 5 5E

B T

Templates ples Flanned Runs Create Template from Generic Sequencing

Create Template lon Reporter

Select an lon Reporter account, workflow and sample grouping, then hit next.

Sample Grouping

lon Reporter Account

® MNone

®|R|UCE|_5.12 {(Version: 5.12 | User: lon User | Org: IR Org)

@Existing Workflow

® Tumor_Normal

lon Reporter Upload Options:

AmpliSeq CHPV2 tumor-normal pair | g19 Review results after run completion, then upload to lon Reporter
% Automatically upload to lon Reporter after run com@

Create New Workflow % Refresh List ) o
*When you are ready to upload ta lan Reporter gfter manuol review, click on
"Upload to IR" -2 "Upload as plonned” option on the run report Navigation bar

2. Sample NameZ & E 3 512, lon ReporterD T (L B EHRE NI B EA T HE

' Oncology € Pre-implantation Genetic Screening
# Barcode Sample Name (required) lon Reporter Workflow Relation Gender O IR SetlD
1 lonXpress_001 (CTAAGGTAAC) j Sample 1 AmpliSeq CHPV2 tumor-normal pair j Tumor j Male j 1 =
2 lonXpress_002 (TAAGGAGAAC) j Sample 2 AmpliSeq CHPV2 tumor-normal pair j Normal j Male j 1 =
3 lonXpress_003 (AAGAGGATTC) j Sample 3 AmpliSeq CHPV2 tumor-normal pair j Tumor j Female j 2 =
4 lonXpress_004 (TACCAAGATC) j Sample 4 AmpliSeq CHPV2 tumor-normal pair j Normal j Female j 2 =
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o NRBLINRILO, BHET—IR—XDEHRETvITB—RaEE (BED. VCFI7AIL1EE)
o BRHERDOBAMI 7ML VCFI7AILHNBPCOHAHICLMNGELMEGEIZER
(BAMZ7 4 )L DEHFEF7v7TO—F(X. lonReporterUploaderR 4 R 70— REAT U RIEETHEE)

T714ILDFE)
7w A—Ka g

Download BAM

A
q VCF
BED
—
Transfer

o— =

User PC lon Reporter Y b7

N
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Y=aTFILTOI7AILT7yv7TA—F (1)

1. lon Reportery 7b T 7 ~RA%5 4L, Sample?7 =Define Samples%%!)v- L. ManualZ#EiR

lon Reporter

> R S

Overview Presets

[[]l Samples

Batch

2. Define SamplesE @M Upload VCFE=IXBAMZES) w4

3. Z74IL%EERL. “Upload~"%#4o)v

Select the files you wish to include in your sample,

@ad VCF | (® Upload M

Supported types: bam

Upload BAM Sample File

1

Upload BAM Sample File

B test_small.bam Change Remove Upload BAM

Supported types: bam

» IR_Org
BAM VCF Search
Name Date Uploaded v
test_small.bam Jul 21 2020 04:57 PM /
< > > 20 v |items per page 1-10f 1items

HERICOAFERTETY , BHRICEERAVETEE A,
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Y=aTFILTODI7AILT7yvTA—F(2)

4. 7y 7AO—KLIE=o74IVIZFyvo%E AN, Add SamplesE5!) v

20200721075717845

a :
o Sample Name (Required)
BAM VCF Search Go i
g
7]
2 Files included:
T
T
Name Date Uploaded v < 0
test_small.bam Jul 21 2020 04:57 PM

|| < 3 »l 20 v  items per page 1-1o0f 1items '

5. Sample Name#% A 7L . Add Sample List#%!')y% Ry [ oo
% Files included:
3 1 test_small.bam
. test_bam
% Files included:

1 test_small.bam

6. NextZx2 )L TRDEMEIZEL

HERICOAFERTETY , BHRICEERAVETEE A,
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Y=aTF7ILTODIF7AILT7yvTA—F(3)

7. T ILDIEHRE A AL TNextED)vY

Select which attributes you want to associate with your sample and provide the input values. Learn more...

Name # Files Projects Gender

Add Attribute

test_bam 1

Unknown

XERNTIEMNDFERAVELRISE X, Add AttributeH 15380

Find Attribute..

8. %fﬁij—é-lj-yjojl/% %ﬁgﬁbfsavegbu “J7 ion Biopsy Days

| lon Cancer Type
Samples ready to import! fon Cell Num

lon Couple 1D

Review the selected samples and then save it. fon Embryo ID

lon Sample Type

L N

D

Add Attribute ~

N\ SamplesD—E (& FLI-Y T ILHEMNEINDS

® 5 B & Sample Gender Role Imported By

lonSelect-12_test BAM Male Unkn... User, lon

HERICOAFERTETY , BHRICEERAVETEE A,

Imported On »

Jun 20 2017
03:35 PM

Percentage Cellularity
lonSelect-12_test_BAM

<
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1. SamplesA 7 M SIFHREREL-L\VH U TILEERL., BIEmA OEdittR20%E91)v5

Overview Presets

Details

Lk Actions -

Il]] Samples

Samples -

=T_s=mall_data

Gender: Male

Role: proband

Sample

Files: 1 File

test_small_data

. < - 3 H 50 = | items per page imnorted iy

User, lon

2. ROBEETEMOS T ILABEEAEIZ
RSN TS EFHEZELTNextE= 01wy

Add to Sample
-
a
a

test_small_data

o

nple

Files included:

Add to Sa

1 1_test_smal.bam x

30 WERBIOAEATEET, BERICIERVLLETES A,
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SamplefFHDwE (2)

3. HMDEBZwEL. NextZ 0wy

Ui Define Samples

Select which attributes you want to associate with your sample and provide the input values. Learn mare. .. Add Attribute ~
Name #Files ion Gender jon Percentage Cellularity § Find Attribute...
test_small_data 1 Male 50

lon Biopsy Days

v— T 10

ZOMD YT IVIEREFTMASIELFRE =

Name #Files ke Gendiar

jon Percentage Cellularity

lon Cancer Type
jon Cell Num
lon Couple ID
lon Embryo ID

Change_name_data 1 Male

< [0

« Previous Cancel

4. HEEREIE CSavez V) vV 9 5& RENBETNRBREND

HERICOAFERTETY , BHRICEERAVETEE A,
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lon Sample Type

r —

Samples ready to import!

Review the selected samples and then save it

Change_name_data

&

i

Percentage Cellulanty |

J
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BRORT (EBEYDORTHEHY)

A. Home%#7J MEME M 5Analyses®Launch analysisz7')v%

Analyses
w = Analyses represent workfl
B. Analyses# 7 =Launch ;&R Ff=[ELaunch Analysis=Manual

Workflows

Launch Analysis v

Batch

Status - Application - Version

C. WorkflowsZ? 7 = 5t & M WorkflowZ#E1R = Actions=>Launch Analysis

m Amﬂy%s Admin

DEtaI'S ﬂ'ﬁ\di{}l’lﬁ"
- ion | Application Workflow Hame
|_ & ion §$~ DMA AmpliSeq CCP single sample - Froton
& on torrent §5 DMNA
-
[T & in & Dna AmpliSeq CCP single sample - PGM
AmpliSeq CCP turfior-normal pair Tag for IRL
[ & ion ﬁ DA AmpliSeq CCP paired sample nd annctates low frequency somatic variants {SHPs, TnDels, CHWS)
using advanced statistical approaches in the lon AmpliSeq Comprehensive
[T @& in & DNA AmpliSeq CCP tumor-normal pair Cancer Panel. Released with: lon Reporter Software 4.2, Workflow Version: 1.0.

33 BRBCOAEATEERT, BERICIERVEETES A,
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B —o70—0ER

1. D= 70—%3FEIFHIEE TRE -KYAHMEEE
~ F—J—FTHRE

LN
[51]
.

Resesrch Category = Research Application = Workflow - Target - Group - ‘ersion - Referance =
EII I T Show al Show al
Exome DNA and Fusions Single Library I }
g v lon AmpliSeq Single 510 BRCh38
165 rRNA Profiling Aneuploidy . ) -
- Liuid Bi Custom AmpliSeq HD Single Fusions halg
Oncology - Liquid Biopsy Annotate Variants 1} q 512 Iv]
R duct . i
seroductve Microbiome Analysis IRU Shortlist Other Faired
Immunology 514
DA TagSequencing Tumaor-MNormal
Oncology - ImmunoOncology 5 15
Annotate Variants DNA and Fusions TargetSeq Multi :
- Immune Reperioire .
Oncology - HemeOnc . WholeGenome Trio 5.1%
Oncology - Solid Tumor Metagenomics .
o DNA and Fusions
Carrier Screening Cncology-Liguid Biopsy
Inherited Dizease Fusions
Plugin Flugin

2. 7—780—%FERL T, Next (REAVED)VY
1) “lon AmpliSeq™ Comprehensive Cancer Panel (CCP) " T2H > JIL&E LR T H156

cecp Go
Research Category - Research Application - lon - Target - Tumor-Normal - 5.18 - Reference -
B on Research Category Research Application Workflow Name & Version Reference Sample Group Modified On
@ ion 4> Oncology - Solid Tumor ;é DMNA AmpliSeq CCP w1.2 - Tumor-Mormal pair 518 hg19 Tumor-Mormal  May 06 2021
03:01 AM
| - IR 20 v | items perpage 1-1of 1items
Cancel

HERICOAFERTETY , BHRICEERAVETEE A,
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SR TILORIR(1)

1. B ORRIZTEZHUTILDFv IRV IREFUIZT S
2. BIEmABIOAdd Samples%4!)vy

Workflow Samples & Relationships Plugins Confirm & Launch

Tumor-Normal Pairs

Select the samples you wish to analyze and click the "Add Samples"” button, then give your relationship a name. You can create multiple relationships and each one will be treated

as a separate analysis. Learn more..

demo ampliseq ccp Go Analyzed: All « Clear All

Relationship Name (Required)

0 e Sample Gender Sample Type Role Imported By Imported On « Project

N\ Tumor: <« MNormal:
= Demo AmpliSeq CCP normal Female DMNA Unknown demouser1, LTJ Dec 19 2013 09:43 AM
& Dema AmpliSeq CCP tumar Female DMNA Unknown demaouser, LTJ Dec 19 2013 09:43 AM

-

CCP tumor-normail

Mormal:

Demo AmpliSeg

3. Sample® 7 )Ll—T &% AFIL. Add to Analysisz ')y ——

Demo AmpliSeg

CCP normal

Normal,” Tumor Z}57F

@ 7ddoanayss P

HERICOAFERTETY , BHRICEERAVETEE A,
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ﬁ%ﬁyj’)bwﬁ*ﬂ(Z) SCIENTIFIC
4. R ORRIZT HY U TILERELI-S. Nextaz 7' v

Workflow Samples & Relationships Plugins Confirm & Launch

Select the samples you wish to analyze and click the "Add Samples” button, then give your relationship a name. You can create multiple relationships and each one will be TU mor_Norma| Pairs
treated as a separate analysis. Learn more..

demo ampliseq ccp Go Analyzed: All = Clear All

Relationship Name (Required)

%]
]
=
O Sample Gender Sample Type Role Imported By Imported On ~ Project 5 :
0_3 Tumor: ‘C.‘J Normal:
O o Demo AmpliSeg CCP normal Female DNA Unknown demouseri, LTJ Dec 19 2013 09:43 AM j
O Demo AmpliSeq CCP tumor Female DNA Unknown demouser1, LTJ Dec 19 2013 09:43 AM
O Demo AmpliSeg CCP CNV case Female DNA Unknown demouseri, LTJ Dec 19 2013 09:43 AM
O Demo AmpliSeq CCP CNV control Female DNA Unknown demouser1, LTJ Dec 19 2013 09:43 AM
|| 4 n | w 20 v | items per page 1-4of4items
CCP tumor-normal i
Tumor: %) Normal:
Demo AmpliSeq Demo AmpliSeg
CCP tumor CCP norma

Ready to Analyze ’

36 WRAICOAEATEES. BACEEAVNETEL A,
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FS5T 12 DER

Nextz=2')v9

Select the plugins you wish to include in your analysis. Pricing information for your analysis will be shown on the next page. Learm more...

In-Analysis Plugins

There are no plugins currently installed. Please contact your organization administrator.

«— Previous Cancel @

37 BRBICOAMEATEERT, BERICERVEETES A,
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fRth DEA%A

Analysis Namez A 1L . X Ez M2 L T. Launch Analysisz/')v¥

Workflow Samples & Relationships Plugins Confirm & Launch

Analysis ready to launch! -
Summary

Review the selected options, name your analysis and then launch it
Research
Application: DA

Analysis Name: CCP tumor-normal Workflow: AmpliSeq CCP w1.2 - Tumor-
Mormal pair
{CCP tumor-normal) Annotations: All
Filter Chain: Default Variant View
Description: Optiona Samples: 1 Tumor-Mormal

Price: 50.00 USD

‘ Launch Analysis ’ ﬁg *ﬁx 9 —_ |\
Cancel

38 FRBICOAEATEET, BERICIERVLLETES A,
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HEP DR
fEHT DR X, AnalysesZT DOverview THEERRIRE (FRHTASE T 9 HEA—ILTEA)

Launch My Variants

Search Go Version: All = Workflow: All - Clear All = Refresh

CJ « | 1 Analysis Sample Version Refere... Stage Project Workflow Launched ... Status
O =+ | CCP tumor-normal Demo AmpliSeq CCP normal .. 5.18 hg19 Analysis ﬁ Ampliseq CCPw1.2-  Jun 23 2021 Running -
(2) Tumaor-Mormal pair 04:49 PM Q%
DEtaIlE ﬁ Actions =
40 Audft Log

Abort Analysis (CCP tumor-normal)

(]

CCP tumor-norm Delgte

al

N

40 WRACOMERTEET, PEAICRERVELETES A,



ThermoFisher

HE SCIENTIFIC
n%0)§ln\

Analyses# 7 MOverview T, fi##T D StatusHSuccessfullZiE>TWLNDZEEFEFRL . AnalysisB &9 vy

O + |4 Analysis Sample Version Reference @ Stage Project Workflow Launched O... Status
[ CCP tumor-normal Demo AmpliSeg CCP normal ._.(2) 518 hg19 Variant ':_’! AmpliSeq CCPw12-T  Jun 23 201 @
Review umaor-MNormal pair 04:49 PM

ZRO—EA

-

— @ Analy5|s Results G MyVariants Download + I Send to Report Role Switch To = S I
— 4 C b
% Il\ d é j / J Analysis Name: CCP tumor-nermal ~ MAPD: 0 228 TG TSaTn MOTE ADOU TEVIEwIng yOur TESUNs, éi é i@\ ﬁl:,

> .~ . i i i Search Go Praferances ~ : .
y 3 ) 0) jJ T :I I) — Functional Population Ontologies Pharmacogenomics Somatic Qc Search Filter Options x
Variants
(IR=N Classification Locus Genotype Filter Normal Genotype Ref Observed Allele Type Subtype |
p N\ - Filtered In Variants (674)
O+ +  [Unclassified ~]  chri:8534155 GiA PASS GIG G A SNV « Hidden Variants (0)
= Filtered Qut Variants (24)
O+ +  [Unclassified ~]  chri:9784423 o PASS 1 © T SNV
O+ +  [Unclassified ]  chrisitisaT o FASS cic c T SNV Samples
O + |~ [Unclassified ~]  chri:1181457 aT FPASS cie G T SNV = Normal: Deme AmpliSeq GCP normal
o Gender: Female
0+ +  [Unclassified V] chri-11188856 GIA PASS o) G A SNV © STy RUTREl/
« Tumor: Demo AmpliSeq CCP tumor
O+ ~  [Unclassified v]  chri:11190646 GiA PASS f G A SNV 0 ETTTERIER
< Sample Type : DNA
O+ +  [Unclassified v]  chri:11194501 GIA PASS GG G A SNV - N
Chromosome
- Y <> U+ +  [Unclassified ~]  chri:11199448 o PASS 1 © T SNV
7N — Al -
[ 5 A3 s o
Y O+ - Unclassified v chri:11298739 TiIC PASS T T [ SNV b I ~
OIS E B T Filter Chains j ’r) 7
A == E’ 0+ +  [Unclassified V] chri-11303153 ciA PASS cic c A SNV
Dafault Variant View (5.18) E / =L
O + -~ [Unclassitied - chri:18961691 GIA PASS GG G A SNV -x E
Filter chain query applied: n
O+ +  [Unclassified v]|  chri:18362946 o PASS 1 © T SNV
CNV Confidence Range =
O+ - Unclassified v chri:32741159 GT PASS 1 G T SNV 1 [
O+ +  [Unclassified ~]  chri:43305003 Tic PASS b T ® SNV Total Variants: 692 Total Genes: 525
10.0 == CNV Confidence Range ==
- Inclassifie ~ chri 7 T
O 4 Unclassified hr1:45795027 cr FASS cic c T SNV 1.087
\ J Variants: 674 Genes: 297
Ll D 4 4
o1 = - ] \. J
M| n 2||3)|4]|5| 6|78 ol s m 15 v | items per page 1-15 of 674 ftems
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Filter Options TER D& (i &K YA H

©/ Filter OptionsZJEFT R

Filter Options
— TN D RERT
« Filtered In Variants (674) e . i 28
« Hidden Variants (0) . EO) 3'5% N
» Filtered Out Variants (24) - 74)1/9_7|-j I“éhf:%io)i%ﬂ_:
Samples
*’E’x"ﬁ"f.‘/?o)b@i’%éli‘ « Normal: Demo AmpliSeq CCFP normal

: 3 = ¢“"§|, >
"j'.‘/j)l/’ffft'}?[')ﬁﬁﬂﬁ‘é \ e Gender : Female %@,ﬁgg?f%ﬁ( )JAH

o Sample Type : DMA

(,{7%@ *ﬁ 0) i,z_ é ) « Tumor: Demo AmpliSeq CCP tumor _

s Gender : Female
o Sample Type : DMA

2
Chromosome 3
Al - Filter ChainsM &R !
5
‘ Find Filter ‘ B
Filter Chains . .
jion Confident Somafic CNVs - CH\s On._ - 7
Default Variant View (5.18) « E &

jon Default DNA and Fusions View (5.18)

Filter chain query applied: ’

Al loidy Mosaicism (5.18
CMNV Confidence Range = fon Aneuploidy Mosaicism (.18) - o
4 3 11
l 12
Total Variants: 6838 Total Genes: 525
10.0 == CNV Confidence 13

Fange == 1.0ET7
Variants: 674 Genes: 297

42 HRACOMEBTEET, PEAICERVEETES A,



Filter Chains®DE&5E (1)

1. & 4"y L. Filter ChainsZ#HE/ERK 322 &M AT EE

Filter Chains m

Default Variant View (5.18) a k

2. Name#% A AL . Choose Filterhv s> BBID T4V 24 18 B %3E 4R (Variant TypeD4l)

Create Filter Chain

— 3. —EBIZRRLEVWEBEEIRL. AAdEY) I 5ET70)L3—DEBMENS
(FDDT4ILR) VT EBLREHFDIEETEMT )

Reference
hg19 Selected Filters

N Name Value
Choose Filter - -
\ Variant Type Variant Type in SNV, MNV, INDEL, CNV [in]

SNV
| Find Filter
INDEL
| Wariant Classification
MMV
“ariant Effect
CNV

Wariant Subtype
« “ariant Type

Sygosity

HERICOAFERTETY , BHRICEERAVETEE A,



ThermoFisher

Filter ChainsDE&5E (2)

4. T4ILZ) T DEREMNSTET LG, ApplyE o)y
Variant Type AND Variant Effect AND UCSC Common SNPs AND Hotspot Position = 6 7’()1/9 IJ ya\‘lﬁ E @ﬁ%%ﬂﬁg ( E )
overor / REDRFFIL. Save Filter Chainz9')vo

Selected Filters

Name Value Filter Chains
Variant Type Variant Type in SNV, MNV, INDEL, CNV o Custom - E
Variant Effect Variant Effect in missense, nonframeshiftinsertion, nonframeshiftDeletion, Tﬁﬁ
nonframeshifiBlockSubstitution, nonsense, stoploss, frameshiftinsertion, .
frameshiftDeletion, frameshifiBlockSubstitution Total Variants: 653 Total Genes: 507
ucse UCSEC Commen SNPs = Not In + @ Variant Type in SNV, INDEL,
Common SNPs MM S
Hotspot Hotspot Position Overlap = In + “fariants: 695 Genes: 507
Position L i .
Overlap \fariant Effect in missense,

nonframeshiftinsertion,
nonframeshiftCelstion,
nonframeshiftBlockSubstitution,
nongense, stoploss,

Cancel ‘ Apply ' . . .
R ameshiftDeletion,

frameshiftBlockSubstitution,

frameshiftinsertion,

unknown
5. 7’()1/9 U yg %E% 0) - %’:hﬁi ﬁéné “ariants: 185 Genes: 457
UCSC Commen SMPs = Mot

m Functional P i O i Phan i Somatic  QC Search Go Freferences v In

“ariants: 107 Genes: 457

B m Classification Locus Genotype Normal Genotype | Ref Observed Allele Type No Call Reason
HotSpat = In

+ v | Unclassified ¥ | chr2208113288 ot cic c T SHY

‘arants: 2 Genes: 2
+ v | Unclassified T | chriD7ETE18DS GGAAIG I GGAA G.GBAG INDEL

i N . .
Save Filter Chain
a - » [[w] [20 v |items perpage 1-20f 2items

HERICOAFERTETY , BHRICEERAVETEE A,
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T/T—>arRYAHEE OB

¥4l https://ionreporter.thermofisher.com/ionreporter/help/GUID-8CF8A299-8BA1-4AFC-B6FE-837F59A7E74D.html

P-Value BRESIN-ZEOHMETNEGEEMEZRIT HE
Gene Symbol B F4
Location Intron, xon7Zi&

Variant Effect

synonymous, missense, nonsense, frameshift 7&&

Functional Scores

T&C (SIFT, PolyPhen-2, Grantham) O 28 F#Y—)LD X7

SIFT L TE/BEESDREELIS T
PolyPhen-2 : 73/BRECHIEMABED T —RIZEDWNTFAE
Grantham : BEREIZEOT7I/BRITOHELUE/IEEEFZRT X7
Minor Allele 1000 A7/ L7ASzIRDT—AT2HEBICZWNTUILDOEEDRKIE
Frequency (Common SNPZXFIF 51=6HDHLD)

5000 exomes

5000 THY—LT7OSTH DT ILEE SR

ExAC The Exome Aggregation Consortium (ExAC) D7) JLHEE B
Gene Ontology BIEFOEEIZEAT 5F—7—F (Ontology) #1655

OMIM B FERBFBICET ST —ER—X

COSMIC COSMICIZEHFIN TSN ATE

dbSNP dbSNPIZEHZ SN TWEIMNEINEEHET D

Variant Type —IEEER BAREK. ZIEEEH, OE—HZRLGEDOEEDER

Genetic category

&K B8 (Homozygous.~Heterozygous) *trio workflows only

HERICOAFERTETY , BHRICEERAVETEE A,
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FHlfER DS

+DT7AAVED )V T HE BRELE-EEDFMIFRERT

A o Classification Locus Genotype Filter Normal Genotype Ref Observed Allele Type

v | Unclassified v | chr9:139400086 TIC PASS TIT T C SNV

Variant Details

Annotation Sou...
AMAF

Allele Coverage
Allele Frequency %
Allele Ratio

Amino Acid Change
Clinvar

Coding

Codon

Coverage

DRA

EMAF

EXAC AAF

EXAC EAAF

Variant Details: chr9:139400086

Notes

Demo AmpliSeq CCP tumor
8.0E-4

T=259, C=17

6.16

T=0.9384, C=0.0616
p.Asn1421Ser

Conflicting interpretations of pathogenicity
c.4262A>G

AGC

276

Abnormalities, Multiple ...(88)
0.0

1.396E-3 (pos.139400086)

0.0 (pos.139400086)

ExAC EFAF
EXAC ENFAF
EXAC GAF
EXAC LAF
ExXAC OAF
EXAC SAAF
Exon

Filter

GMAF

Gene Ontology
Genes
Genotype
Grantham

Homopolymer
Length

Length

HERICOAFERTETY , BHRICEERAVETEE A,

Location

0.0 (pos.139400086)

0.0 (pos.139400086)
1.427E-4 (pos.139400086)
9.114E-5 (pos.139400086)
0.0 (pos.139400086)
1.869E-4 (pos.139400086)
25

PASS

2.0E-4

Golgi membrane ...(169)
NOTCH1

T/IC

46.0

1

NOTCH1:exonic:NM_017617.5

7T LA ERO—EL
BEF—ER—ZADYY
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ThermoFisher

IRGV [CK5FERDSER

LocusD2H%uE5)wo9 5L, IRGVIZLB—KRT—2DIRE{LH T HE

A o Classification Locus Genotype Filter Normal Genotype Ref Observed Allele Type
O + v [Unclassified PASS TIT T @ SNV
chr9
C | I 5 Il BN I N IN  ImE Eb
139,399,990 139,400,000 139,400,010 139,400,020 139,400,030 139,400,040 139,400.05M] 39,400,060 139,400,070 139,400,080 139,400,090 139,400,100 139,400,110139,400,120139,400,130 139,400,140 139,400,150 139,400,160 139,400,170 139,400,180
| | | | | | | | | | | | | | | | | | |
49 Tumor Coverage Ratio (seg) \ B
34 -
g 2
B N\
&
14 \ N L
>
: N Tumort > 7 )LD :
Tumor Variants (vcf) = 6 0/ =
7 IVEEE#I6%
Tumor Read Coverage and Tumor (bam) l -
Tumor '
Normal Read Coverage and Normal (bam)
-

Reference

WANSUN EDERDEE. AYDL—7 R IF) T4 —F =R
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IGV [2XAHFERDEH (1) Dkt

IRGV&YHBEELWW —F T —2DMHEEM AT EE (BEPCIZJavan MV AR—ILEN TS EHY)
1. 7HOURREZEELTIGVEREE) 2. IRGVEERAHID“Open in IGV' M S{EE)

2 A0 -
X Help Sign Out IRGV Export & Preferences
Open in IGV (download _jnip file)
Download lon Reporter Uploader

Export whole genome vigw (if available) only to PNG

Change Fassword Export IRGY tracks anly fo PNG
Wanage AP Token Show IRGV preferences

Manage IRU Token

0 Praferences

\4
Account Preferences

IGV launch preference \4
e ligv_ionreporter XXXX.jnlp1Z7 A LAY
’5’°’7‘/EI—I~"5#’LT:6~ 9\\7‘)[/7'*‘/7—6@@]

O. od Classification

O + ~ [ Unclassified

HRELEFRICLocusE V) vy
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IGV [C&KBERDEMRE(2)

b F 2 TAISET DAy E— DB B A, EOEFMHT

UF S5 x
@ e Ty
ETLET i Igy

T,
Cowislt DRI IR TSR A,
FE{TH: Thermo Fisher Scientific Inc

49

& Webt |- https:/Fionreporter thermofisher com:443
||

HE:

BIEERM)

BEEFHFIMNTE R oWt MOPAT LT TR I B T ERATE R A

\ 2

A

ZOPI —ogAL, Tk - e A A RS R S e R R B R ERO P AT AT
FTENE T LR OBPI R TERSHTBIESC0s. COTMI - ERIT LTS,

_LERMFESTECBPRISOF I —La Al DOTH. SROIS Fm LR D)

i

EERRRERR(M)

#%Fi-  hitps./fionreporter ther mofisher com

_/

\ 4

s — — -
uii IGV - Session: https:Hionreporter.therrnDﬁsher.o?m,’irjrest{ws\femest,’geﬂ:ile?ﬁ\ePal:h=jsharedfdata,l’LTJ_demo_S101,,’Itjtrain5101@gmail.oom,’Demo_Am... @ﬁg

File Genomes Wiew Tracks Regions Tools GenomeSpace Help IonTorrent

Human he 19 12 v | |ehr2 v | |chr2:200.112.276-209,112.310 G Fr <« » @J O = % g =]
| -~
p251 p240 p223 p2l pled pl33 pil2z qil.z qi3 ql43 q22I qZ33 243 q3l.2 q323 q3%. 35 0363 37,

([Tumar reads 1 £
(Demo AmpliSeq CCP tumar)

([Freferred Transcripts (RefSeq.v83
i

Sequence -

18 tracks loaded

MERICOAERTETY  BHRICIEFERVEITER A

2,567 of 3,262

i

i~ 36 bp ~
|| 205.113|250 bp 205.113|.ZBU bp : ﬁ 205.113|.ZUU bp 205‘113|‘31U bp i
il
' | EE B OBRET
~ RRT BN TR

7r:+RARSUR
T — AR
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EERYAMDAHO—

< (1)

1. BT REEOA LIZHSDownload s, FoA—KLE=LV) ARDIEEFEER

@ Analysis Results

Analysis Name: CCP tumor-normal  MAPD: 0.228

Functional Population Cintologies

2. Home%# 7 =NotificationZz')v%

Samples Analyses Workflows m

All Variants RSN TOZER
Filtered Variants c D4ILA—ERFEESaveL-BDERE
Current Results TSV : IHABE@EICRKR RSN TS ZEE

All Variants

Kl  Filier=c Variants

Cument Results TSW

Pharmacogenomics Somatic QC

Notifications
All Downloads Collaboration
Download | Space Date Notification
£ DOWMLOADS October 10 2017 02:41 PM testcop_c784_2017-10-08-11-21-391_2017-10-10_05-40-44-375_Filtered.zip for analysis testccp_c784_2017-10-08-11-21-391 is ready for download.
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ZERYALDA I O—F(2)

3. Download!)> 9% 9')yoL T, Z7/ILESFHoO—K

I_ Download | Space Date

Motification

I_ COWMNLOADS August 30 2018 11:41 AM

4. ZooO—KRLI=ZipZ7A L% HE.
“Variants” 74 L3 X

CCP_tumor-normal

4 Demo_AmpliSeq_CCP_tumor_Filtered_2018-10-

31_18_38_45.vcf

| Demo_AmpliSeq_CCP_tumor-full.tsv
. JIN =+ é‘
VCFI74 )L ZEEBRHFEROFFH
A E C D E F G H I J K L Il 14 o] P
54 H#CHROM POS 1D REF ALT CIUAL FILTER INFO FORMAT  Demo_AmpliSeq CCP_tumor
895 chrl 2488153 . A G 985.91 PASS AF=0630435,A0=87,CGT GQ:0P: 019913513851 .51 87870630435 25 62:30:21 25:62:30:21
96 chr 2454330 . G A G00.57 PASS AF=0432432,A0=64.CGT GO:OP: 0/1:99148148:84:84 6464 043243216546 55:29:18:46.55:20
57 chrl 6534155 . G A 159.27 PASS AF=00550441 AC=8CGT GO:OP:0/1191431431351358.8.00555441 535675535679
. —_—_ < RS ,|‘EE$
TSVO7AIL: 7 /T7— 3V G
A B o] D E F G H 1 J K L I M &} P [}
1 #locus type ref length genotype  pvalue coverage allele_cove maf I==1g) transcript location  function  codon exon protein coding
2 chrl 2488153 ShY A 1 AG 1.02E-100 138 51,87 0456 LOCT10M 3 NR_03784dintronic_nc |missense  |AGA |1 [pLyst 7arg| o508
3 chrl 24954330 SMY G 1 G54 1.10E-61 148 84,64 0113 TNFRSH 4 MNM_00382(exonic missense ATC 7 pval2dllle c.721(
4 chrl 653455 ShY G 1 GAA 001183 1431368 0002 PLEKHGE MNM_001 268 exonic missense CTG 7 pPro235Le c.71 6(
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BHEREELD T, TLR—h ELTHATHE

1. JRRDS, LIR—MIH AT HEEEZER

ThermoFisher

SCIENTIFIC

2. Generate Report%#4')w%

@ Anawsis Results Download - Selectad Varnanis - : Switch To { Generate Report )

Analysis Name: CCP tumor-normal_test  MAPD: 0.228

m Functional Population Ontologies Pharmacogenomics Somatic Qc

Search
@ [ Classification Locus Genotype Filter Normal Genotype
[ o ~ | Unclassified A chr2-209113296 CIT PASS CiC
1 Lnclassified
e I Unknown e
Benign
Suspected Benign

Deleterious

Suspected Deleterious

ERDHEEHERMT BN TES

HERICOAFERTETY , BHRICEERAVETEE A,

To leam more about reviewing your results, visit the help guide.

Preferences =

Filter Options x
Go

Variants

Ref ( « Filtered In Variants (1)
» Hidden Variants (0)
c T » Filtered Qut Variants (698)
3
1-10of1items Samples

« Nommal: Demo AmpliSeq CCP normal
o Gender: Female
o Sample Type : DNA
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3. WRIEHZA A, LAR—MIRBEBLE-WEBICFIvIZ AN, BIE FTEHONext 2% 99

-

itch To ~ Save As New Templal

@ Generate Report

Configuration Preview

This is a live preview. Changes will be lost unless it is published. Some sections, including the report title, are editable. You can add or rearder sections sing drag and drop, or remove sections using the close

butten

CCP tumor-normal_test Report Available Sections Actions ~
Organization Information

Report Created: Jul 26 2018 0513 PM

Organization Name: LTJ demo

Organization Address:

Reported Variants
Normal Observed No Call
Classification  Locus Genotype  Filter Genotype  Ref Allele Type Reason  Genes Location Lengt!
l Deleterious chr2:208113296 CIT PASS cic c T SNV IDH1 IDH1:excnic:NM_005886.3 1

Select Columns.

Variant Details

- Gene: IDH1 — Exon 4 — chr2.200113206 — NM_D05806.3 — Classification: Deleterious

Samples
Sample Name Genotype Amino Acid
Demo AmpliSeq CCP tumor c211G=A pVal7ille
* protein change takes into sceount changes at muliiple genemic loci in same codon
Annotations
S
“ | source Description
@ | DRUGBANK | The gene IDH1 is associated with the drugis) Isocitric areen 5.0i by the following actions:
[cofactor-catalytic activity] in the DrugBank database
¥l CosMmIiC The T allele is linked with the following diseases in COSMIC: papillary_ ._car! r_carcinoma, (86823).

@) | GeneModel | The T aliele s predicted to cause a [missense] mutation in transcript NM_005896.3 of the IDH1 gene.

@ || clinvar This variant is present in the Clinvar database with clinical significance: not provided.
v | ovm Gene IDH1 is linked with the following diseases in OMIM: {Glioma, susteptibility to, somatic}, 137500 (3).
@ | cbswe The T aliele is present in dbSNP & rs73070954

—
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LR—hDAERL(3)

4. HATBHLR—FDRBEHEZRL T, Lock & Published &%)
(XLR—FDIEREITOIE. FRURIZZEEDORYIAARIENTELLED)

@ Generate Report Switch To ‘ Lock & Publish P

Configuration

Analysis Report
LT demo CORIETH o O—FHhE

Background

Analysis

CCP tumor-normal_test

lon Reporter Version Launched by Launched on Workflow
510 TRAIN LTJ July 24, 2018 02:10 AM AmpliSeq CCP w1.1 - Tumor-Normal
pair r.0

Annotations Reference
Allro hg19, lon AmpliSeq CCP Hotspots, lon
AmpliSeq CCP Regions

Sample=

Demo Am

s | LOCK and Publish

Female
Damo An
Gender Warning! Once this report is published it cannot be edited.

Female

Reporte

Clas:
Delel
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LR—bDF 5 E—F

[LAR—k1I&,. PDFZ7A4I)LIZLTRE Do O—K9 52 ENAIHE

1. Analysis?27 M Overviewh SfEITFE R % <LAR—+rRZE>
ERL. BIEmA DActionsh 5., View Final Analysis Report

‘iE LTJ demo
Re portgb*R Background
Analysis
Detai IS Wew CCP tumor-normal_test
lon Reporter Version Launched by Launched on Workflow
510 TRAIN LTJ July 242018 02-10 AM AmpliSeq CCP w11 - Tumor-Normal
| . | pair r.0
AUdIt ng Annoctations Reference
T Allr.0 hg18, lon AmpliSeq CCP Hotspots, |
10 Copy to DataConnect ' AmpiSeq COF Ragions |
CCP tumor-normal_test Delete Samples
Version: 5.10 Download Filtered Variants Demo AmpliSeq CCP normal
Gender Relationship Chip Type Sample Type
. - Fe e M al lon 318 Chi DNA
Stage: Report Publishe  Download All Variants e o oneEEe
Demo AmpliSeq CCF tumeor
Status: Successful Download Logs Gender Relationship Chip Type Sample Type
Female Tumar lon 318 Chip DNA
Sample Group: Tumor-Mormal 4 Share
Reported Variants
. i View Coverage Report
Workflow: AmpliSeq CCE | g P Classification Locus Genotype Filter
v F I R I"l Deleterious chr2:209113206 cT PASS
Research 5 DNA o Pzl gL Normal Genotype Ref Observed Allele Type
Application: = View QC Report oe € T s
p Genes Location Length Info
. IDH1 IDH1:exonic:NM_005896.2 1 HS
Reference ng19 View Analysis Results Variant D 5 Frequeney
COSM@6e23 a3
Start Date: Jul 24 2018 111 Visualize
Variant Details
Created By: LTJ, TRAIN
.GEl\e: IDH1 — Exon: 4 — chr2:209113296 — NM_005896.3 — C! i q Dy
Sample Genotype Amino Acid
Demo AmpliSeq CCP tumor c.211G=A p.ValTllle

2. Final Report ElEm D% LM 5., DownloadZ L
209U, I7AIVERTE N ) e et St

COSMIC The T allele is linked with the following diseases in COSMIC: papillary_t : al
ar_carcinoma, (96222).

GENEMODEL The T allele is predicted to cause a [missense] mutafion in transcript NM_005828.3 of the IDH1 gene.
5'!.".'I’[E h TE' =it CLINVAR This variant is present in the ClinVar database with clinical significance: not provided.
oMIM Gene IDHT is linked with the fallowing diseases in OMIM: {Glioma. susceptibility to. somatic}, 137800 (3).

FRATICRE T AWML, BRLE-EEFHRZRH
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CNV (Copy Number Variation) D f#HT it &

RT7YUTIVEITO AR—RSA=FRALI= T LY T LR S . CNVEEFT A AT BE

CNV 5B
\
[ |
[ ]
[ |
il = il il = il = L N
[ | [ ]
[ | [ |
[ |

X H I ILEDANLYSTTRD
,,IfI} ZEOMSCNVERE T3
N\
D
A T T SR S SR IS 2
~ | | L 2 L L 2 L 2 L 2
.R

+ Control (Baseline)

®m Sample

ToTYa GE
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Germline CNV D& R

Summary: fBiB&. AE—#LGE

-I Functional Population Ontologies Pharmaco genomics Somatic GC Search -&Ac{i:}ns

- | E | Classification Locus & Genotype = Mormal Genotype | Ref | Type No Call Reason Genes Location Length Copy Humber CytoBand

r | . 19p12.2{1208845-1226600 1
] - Unclassified chri9:1 206845 STEN 19.845kk 1

<4 |

QC:CNVDIA)T4—1E

Summa y Functiona Population Ontologies Pharmaco genomics Somatic -| Search -ﬁ Actions

Mormal Allele Cowverage Allele Ratio CHNV Confidence | CHVW Precgis... | Ref+/Ref-Var+/\Var- Homopolymer Length Tiles

3.50821 23

[

2l

-

-Confidence : 25 DaE— ¥ THAZ LD LE

-Precision: €L =3 —#MNZEN LN DOIE—TLHWNEDLE
SINHEDENKEVNIZE.CNVOIEENFLY
=Y AH LT “Confidence” DIEHA10LLE I DDEZRELS

-Tiles: CNVAV#E H S F= 5815 R D Amplicon g
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Somatic CNV DTt R

-— &R Dlon Torrent™ Oncomine™ AssayZ . lon AmpliSeq™ HDAR AL/ JLIZTHRH AT BE
TS B YT ILIZIE., EHIIZ“Sample Type”. “Gender”. “Cellularity(%)” D& E NN E

4 — e
Summary: fBiE &K, AE—#74
Oncomine Functional Population Ontologies Pharmacogenomics Somatic Qc

Type Mo Call Reason Genes Location Length Oncomine Variant Class Oncomine Gene Class Copy Number

CHNY . EGFR 180.727kb Amplification Gain-of-functicn 8.683

QC:CNVDOA)T4—1E

Summary Oncomine Functional Population Ontologies Pharmacogenomics Somatic| a Search {}Actions >
wverage Allele Coverage Allele Ratio CNV Confidence | CNV Precision | Ref+/Ref-Var+\Var- Homopolymer Length Tiles
5%:6.14, 85%:7.15 33

/

-Minimum Ploidy Gain (5% CI): FE S /=aE—#ND90%EFERX E D TR
-Minimum Ploidy Loss (95% Cl): P& -0 —# D 90%EFEXE D LR
‘Tiles: CNVA R HH SN =B8R D 7T a1
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— N _— ThermoFisher
B AR ETORYEE

A B FEI—S yMZLT=lon AmpliSeg/ AR JLIZKYIRH A AT EE

EILFA E{nFB

—-I|l\/n|l-—

=&EEF (ONA) —IB

|
|
|
E=5EMRNA) — -

= —4vRY—F

MEEEFHED)—REEEEY ) I7LUREIIZIYE I LTHDY VM
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1 ﬁiﬁ{f?d)ﬁg SCIENTIFIC

-REECFRERAT—770—-0%5

& ion 4 Oncology - Solid Tumaor =r= Fusions Oncomine Foous w2 3 - Fugions - Single Sample

& ion 4 Oncology - Solid Tumor ar= Fusions Oncomine Comprehensive w2_3 - Fusions - Single Sample

& ion & Oncology - Solid Tumor =r2 Fusions Oneomine Comprehensive w2 - w31 - Fusions - Single Sample
B ion 4 Oncology - Solid Tumor =r2 Fusions AmpliSeq RMA Lung Fusion single sample

R ER DB

Summary Oncomine Functional Population Ontologies Pharmacogenomics Qc Search {}Actionsv
B ™ Classification Locus Type & Mo Call Reason Genes Read Counts Detection 35" Imbalan... COSMIC/NCBI | Variant ID Read Counts Per Mil
R chr2: 42522656 - o .
& - Unelassified v Chr2:29445304 FUSIOMN EMLE(12) - ALK(20) 1554 Present AB462411 EML4-ALK.E13420.AB462411  £6.0035e-09%
Unclassified vy | chril:61665879 - . o P CCDCE- o
B - hriD4351 2031 FUSION CCDCH{1) - RET(12) 455 Present COSF1271 RETC1R12.COSF1271 2.2896e-09
p SLCa4A2-
Unclassified A = | FRAATA] . ROST (37 oy SF1197 = e 7
B - FUSION SLC3442(4) - ROS1(32) 38210 Present COSF11g ROS1 S4R32 COSF11ST 1.8181e-0
Unelassified ¥ | chr4:29665952- FUSION SLC34A2(4) - ROS1(34) 195 Present COSF1198 SLC34R2 9.8412e-10
B - chré:117645578 ) (34) resen =rhE ROS1.54R34.COSF1198 sl
4 3
< > * 50w | items per page 1-4of 4 items

RT7IZHEHSOTWSEEFE
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Coverage Report SCIENTIFIC

1. AnalysesD— &M 5 B B D EHTEEIRL . Actions=View Coverage Report #2')v%

@ AalEes Details

Search Go Version: All ~ Workflow: All + More Filters v Clear All 2 Refresh

Audit Log

O v 2 Analysis Sample Version Reference = Stage Project Workflow Launched O... = Status Copy to DataConnect
O 4+  CCP tumor-normal Demo AmpliSeq CCP normal ...(2)  5.18 hg19 Interpret... § AmpliSeq CCPw1.2-T Jun 23 2021 Successful Delete
Assignment umor-Normal pair 04:49 PM Version: 5.18 . .
Download Filtered Variants

Stage: Interpretat
Status: Successfl Download All Variants
Sample Group: Tumor-No Edit Analysis Results
Workflow: AmpliSeq Download Logs
Research b

%5 DNA My Variant Sync

2. 7o) avEDHNNLyDIEHRE R E N e Aepheaton ) Send to Report Role

Reference hg19
Launched on Jun2320, Share

& Amplicon Coverage Report B i Launched by E=aMmaill  View Coverage Report

Analysis Name: CCF tumer-narmal % amplicons » threshold: 0.01 % BED region = threshold: 0.01 To lean more sbout reviewing your results, visit the help guide. View QC Report
Workflow Details -
Sanh Visualize

' - . nnin

Amplicon Location Attributes Cowver: End-to-end Reads * = =

= E2s Filter Options
234845280 chr1:145015788-145015885 FDE4DIF 1388
) Z
241291593 chr1:148021111-145021225 PDE4DIP 1244 Amplicons <
224350024 chri:145015871-145015578 FDE4DIP 1184 * Filtered In Amplicons {15520)
* Filtered Out Amplicans (1)

235194079 chr1:14499488 1144395008 PDE4DIP 1048

238194370 chr1:144862443-144852573 FDE4DIP 887 Coverage Threshold

235184812 chr1:144994651-144994748 PDE4DIF 267 2000

2232 chr3:10088207-10088327 FANCDZ 535 e

( 2 chr1:144909912-144809995 FDE4DIF 924

L Amplicon ID @Y oh5 IRGVTHFERS T4
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Visualize%ﬁg SCIENTIFIC

Analyses? 7 D Overviewh ST :EIRL . RO R IERB O LB EITI S EM AT BE

LTJ Demo7 « lon Reporter 5.6

Lz unch Analysis

Go \ersion: All Workflow- All » w Clear All © Refresh

« 1  Analysis Sample Version Reference Stage Project ‘Workflow Launched On » Status Selected Analyses 'ﬂ‘ J—
Deme AmpliSeq CHPv2 tumar_Custem Report  Demo AmpliSeq CHPZ tumor 56 hg1a Variant Review § Ampliseq CHPV2 single sample G Jul 26 2017 Successiul
ustom Report 0424 PM Delete
Demo AmpliSeg GHPVZ tumor_2 Demo AmpliSeq CHPV2 tumor 56 hg1g9 Interpretation § Ampliseq CHPv2 single sample  Jul 26 2017 Successful Net ell actions are available if yof have selected d  Share
LR 03:48 PM incomplete analyses. Please linfit to 10 Exome scq
Demo AmgpliSeq CHPVZ tumer Demo AmpliSeq CHPv2 tumor 56 hgtd Report & AmpliSeq CHPY2 single sample  Jul 26 2017 Successiul Selected analyses: 3
Published 0333 PM
Demo Metagenomics Mock Community Demo Metagenomics Mock Community 56 Review S Metagenomics 165 wi.1 Jul 132017 Successful Details
01:20 PM
CCP CNY Demo AmpliSeg CCP CNY case ...(2) 56 hgts Interpretation & Ampliseq COP wi.1 - Tumor-Hom  Jul 132017 Successiul
‘Assignment &l pair 01:16 PM § X))
Demo AmpliSegq RMA Lung Fusion Demo AmpliSeq RMNA Lung Fusion 56 hg9 Variant Review AmpliSeq RNA Lung Fusion single  Jul 13 2017 Successful CCPCNV

sample 11:22 AM
Version:
CCP tumor-normal Demo AmpiiSeq CCP tumor .(2) 56 hgtg Interpretation § AmpliSeq COP wi.1 - Tumor-Norm  Jul 132017 Successful ) )
e — s 107 A Stage: Integffretation Assignment

-Variants Table -Venn Diagram *Variant Impact

CHP_lestBd)_VCF CHP_test002_VCF CHP_tesiD03_VCF

A CHP_testiD1_VCF B CHF_1e

= & " = -IRGV (IGV Light)

| 1627 : *CNV Heat Map

HIRR

]
i
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UserOm 5., UserQ~DEEER> 7
1. User@®MDAnalysesZ T hio, 7 LT-UL\ERTZEERL . Actions=>Sharezx51)v%

@ Hnalyzes Details

Search Go Version: All v Workflow: All + More Filters » Clear All 2 Refresh

@] v 2 Analysis Sample Version Reference @ Stage Project Workflow Launched O... @ Status 1 (0)
O 4+ CCP tumor-normal Demo AmpliSeq CCP normal ...(2)  5.18 hg19 Interpret... § AmpliSeq CCPw1.2-T Jun 23 2021 Successful F tumor-normal
Assignment umor-Normal pair 04:49 PM Version:
Stage:
Status:

Sample Group:
Workflow:

Research
Application:

Reference

2. UserQM7horxE A AL, Sharez4')vy P

guniched by

Share Analysis
o
CCP tumor-normal 731; —E5— "fi 75&‘: éh%)
UserQM T —BITHERN ST
Add User:‘
@ Analyses
\ Search Go Version: All v Workflow: All v Clear All
@] v 2 Analysis Sample Version Reference @ Stage Project
O j_ + CCP tumor-normal Demo AmpliSeq CCP normal ...(2)  5.18 hg19 Interpret...
Assignment
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5.18

Interpretat
Successfu
Tumor-No

AmpliSeq

5 DNA

=

hg19

Ay, TH

Workflow Details

NP

Workflow

Audit Log
Copy to DataConnect
Delete

Download Filtered Variants
Download All Variants

Edit Analysis Results
Download Logs

My Variant Sync

Send to Report Role

View Coverage Report
View QC Report

Visualize

2 Refresh

Launched O... = Status

é AmpliSeq CCPw1.2-T Jun 23 2021 Successful
umor-Normal pair 04:49 PM
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UserOh s, UserQADH 2T ILT—2 (BAMI 74 )L) ZERi%
1. UserOM SamplesZ T M5, BRk L=\ T ILEEIRL. Actions=Transfer 49')v%

lon Reporter

— R - | o |

-ﬂ- Actions =

Overview esafs Audit Log
Celets

[[1] Samples Fodk

Samples Edit

O ® & & Sample

7 ple

2. UserQM7hob& AAL., Transfer& ') v

Transfer Sample

Transfeming will not delete the sample.

Sample1_v1

Add UseI 1 ( Transfer )

L] Transferred By

4

Transferred To

Organization Name

User@QDHY 2T IIL—EIZT—3MN

RS, BFTHRIEEICIED

You haven't frenzfemed thiz zample with snyone yef
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Samples

r | |a
=

G Sample

@ Sample1_v1
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WorkflowD{EREaE—

LUTDESEEIZ. WorkflowDEPaE—%1T5
 Workflow® {E Bk
- AmpliSeqHR A LI/ISNRILDBRIFTT HEE
- INDA—REEBLIE=FFHDOWorkflowZ{ER LT & &

« Workflow®atE—
- BEF D WorkflowD R EZFIALF-L\E&E

= 1{Epk-aEF—L 1 =WorkflowD %X E (L2 TIREH A RE

Workflow®D B (L. WorkflowsZ T M 5175

ENEIEER KN

Overview
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Workflow®D R (1)

1. Workflows® 7 Hh 5, Create Workflow Z%5')v%

Overview

-ﬁﬁ: Workflows

Import Workflow ‘ Create Workflow )

2. Application& 2 # 75i% (Single., Paired%: &) &R . Next #491)v %

ﬁ(r? Create Workflow

Research Appli n Reference Annotation

Filters

Plugins Final Report
Select the application and sample group type for the workflow you wish to create. Learn more...
Research Application Sample Groups
Aneuploidy - Paired
Detect chromosomal abnormalities in low-pass whole-genome sequencing ' ' Analyze and compare two samples.
samples.
S Tumor-Normal O
E Annotate Variants v ' Identify somatic mutations using advanced statistical approaches
Annotate the variants from a VCF file.

Single
ﬂg“ Microbiome Analysis '

Analyze a single sample.
Analyze microbiome diversity and composition.

oo - Trio

= DNA O 'I’ Analyze a trio of a mother, father, and proband.
S Detect and annotate variants in human DNA samples.

-5 DNA and Fusions
Y

Detect and annotate variants in human DNA and Fusions samples.

5. Metagenomics

Determine population diversity in 16S samples.

=p= Fusions

Detect and annotate variants in human Fusions samples.

Cancel
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WorkflowD{ERk (2)

3. JUT7LU R, BT DA—4 v EIE . HotspotZi EZ1EIRL . Next #01)v 5

Research Application Annotation Filters Plugins Final Report

Select a reference, region file and optionally a hotspot file you wish to use in this analysis. Leam more....

Reference Focus Analysis
Target Regions: @Seq CCP Regions )- X:/:/ﬁ‘}[/ﬁg*ﬁ@i%é‘i\
® Upload & AmpliSeq Import Germlineif:(isomatico)
Hotspot Regions: @9{1 CCP Hotspots > E#R Hi% U
® Upload

4. Annotation Set GREIFAINFEE) ZEIRL. Next 91) v
Research Application Reference Filters Plugins Final Report

Select the annotation set that should be used to annotate your variants. Learn more...

Annotation Set Settings

Name Version
Can't find what you're looking for? Configure in Workflow Presets. 5000Exomes 20161108
Canonical RefSeq Transcripts v201

Select the MyVariant Database that should be used to track your variants. Learn more...

MyVariants Database

Can't find what you're looking for? Create here.

jon MyVariantDefaultDb_hg19 v

« Previous Cancel Next —
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Workflow@ﬁm(3) SCIENTIFIC
5. fEfr212@ AL =L Filter Chains Z32IRL. Next #41)v% (“No Filter’ DEFE THLEREAIEE)

Research Application Reference Annotation Plugins Final Report

Filters allow you to automatically remove vanants that meet certain criteria. Select the filter set you wish to apply to the detected vanants. Learn more...

Filter Chains
Mo Filter -

| len Confident Germling CHY's - CHW's Only -

lon Confident Somatic CHVe - CNVe Only

d Default DNA and Fusions View @

jon Cefault Fusions View

lon Default Variant View -

6. Plugins & Final Report ®IEB [CDULVTIL, €D FEFENext 0w 9

Research Application Reference Annotation Filters Final Report Parameters Confirm
Research Application Reference Annotation Filters Plugins Final Report Parameters Confirm

+— Previous Cancel @
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WorkflowD{ERE (4)

7. TIELS EEREBREBOINSGA—AEEFERL-5. Next #71)wH
XU (X T TAILRISSA—RTODETEHELE

ﬁ]FF Create Workflow

Research Application Reference Annotation Filters Plugins Final Report Confirm

shat you're doing. Invalid settings will NOT be saved. Summary

Warning! It's not recommended to change these defaults unless you know

These are configurable runtime parameters to optimize your workflow. Many fixed and community panels imported from AmpliSeq.com include optimized variant calling Research DNA
parameters. Learn more. Application:
Sample Group: Tumor-Narmal

# Annotation Main Reference: hg19
Target ) ;
lon AmpliSeq CCP Regions
» Bamstats Normal Analysis Regions: AER g
3 Bamstats Tumor Functional Annotations For All Alleles zg;sﬁ;- lon AmpliSeq CCP Hotspols
Flag to include functional annotations for genotype-positive alleles only (false) or all reported alleles (true) for variants. :
2 Cnv Finding True @ False Annotations: All
i i i Report )
% Merge Normal Genotype Use IUPAC Single Letter Code for Amino Acid Template: No Final Report Template

Use True for IUPAC single letter code for amino acid. Use False for three letter code
> Read Mapping Normal True @ False
¥ Read Mapping Tumor Mutation Load Calculation Filter Chain
Analysis filter chain for generating mutation load results
¥ Somatic Variant Detection T
one -

> Variant Finding i o . .
Annotation Statistics and Reporting General Options

2 Variant Finding Normalsnp dbSNP Hit Level

Flag to control specificity of dbSNP annotations. "overlap’ matches all annotations whoese loci overlap with variant. “locus’ matches all
annotations whose loci start at variant locus. ‘allele’ matches all annotations that are locus’ matches plus have at least one allele in
common with variant. ‘auto’ hit level matches the most specific hit level possible to the annotation which could be any of the overlap,
locus, allele or genctype hit levels.

® overlap locus allele auto

« Previous Cancel @
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8. Workflow &% A 7aL. Save Workflow&x%2')w%

Research Application Reference Annotation Filters Plugins Final Report Parameters

Workflow configured!

Summary
Review the selected options, name your workflow and then save it.
Research DNA
‘Workflow Mame: CCP custom workflow Application:
Sample Group: Tumor-Normal

Description: Optional Reference: hg19

y Target
lon AmpliSeq CCP Regions
Regions: [ =

- Save Workflow
S Hotspot lon AmpliSeq CCP Hotspots

Regions:
Annotations: All
Template: No Final Report Template
{ r; o IR BE
’%Y Workflows | %R D Workflow A MERSh S (RBREEHAAE
ccp Go
Research Category - Research Application - Workflow - Target - Group - “ersion * Reference -
\ 4
o B on Research Category Research Application Workflow Name Version Reference @ Sample Group | Modified On
O é DNA CCP custom workflow 5.18 hg19 Tumor-Normal — Jul 30 2018

04:14 PM
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1. FRELT=L\Workflow & %R L . Editth#>+t L<IZActions=Edit %')v%

Research Category v Research Application - Custom - Target v Tumor-Normal v 5.18 ~ Reference ~ . .
Details £¥ Actions ~
O @ | on Research Category Research Application Workflow Name Version @Reference Sample Group @ Modified On 5
g DNA Copy
O g DNA CCP custom workflow 518 hg19 Tumor-Normal  Jun 28 2021 = Delete
= r orkflow
04:32 PM
5 i Edit
0 Efport

Sample Group: Ti
3 5 1 Ldunch Analysis

Reference: hg

2. LAF& . Workflow D#TiRIERERHRDIEIE T, FRE DIREH AT AE

-é'f?:’ Edit Workflow

. Lack
Target Regions: lot

Hotspot Regions: lot 149 for IRU
(5.10)

lon AmpliSeq CCP tumor-normal

Research Application Reference Annotation Filters Plugins Final Report Parameters Confirm

plication and sample group type cannct be changed in edit mode

Summary
Research Application Sample Groups Research
DNA
Application:
] A . 52
F 1 ; % ‘ 5 " . l S S sample Group:  Tumor-Normal
Target Regions: lon AmpliSeq CCP Regions
Hotspot
&  Tumor-Normal O it fon AmpliSeq CCP Holspots
l Identify somatic mutations using advanced statistical i
approaches. Annotations:  All <

-

g o j

Detect and annotate variants in human DNA samples.
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1. aAE—L7=L Workflow 4 %:#1RL . Actions=Copy &)

ﬁiﬁrg Workflows

ccp Go

Research Category v Research Application v lon S Target A4 Tumor-Normal v 5.18 v Reference

O @ | jon Research Category Research Application Workflow Name Version Reference Sample Group Modified On

O @ on & Oncology - Solid Tumor § DNA AmpliSeq CCP w1.2 - Tumor-Normal pair 5.18 hg19 Tumor-Normal ~ May 06 2021
03:01 AM

2. LIB%E . Workflow D#iRERLERIBRDIRVE T, BRE DIREH BT RE

copy of AmpliSeq CCP w1.1 - Tumor-Normal pail

s Edit Workflow

Research Application Reference Annotation Filters Plugins
3y now proceed w

Congrats!

Final Report

ThermoFisher

SCIENTIFIC

£ Actions

Launch Analysis

Taq for IKU

NSNS (SMPS, INDels, TNVE)

Sample Group | Modified On

=ra
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e Sa:;Gmps . : O @ jon Research Category Research Application Workflow Name Version | Reference
) } | | P (V] O 2 Oncology - Solid Tumor % DNA copy of AmpliSeq CCP w1.2 - Tumor-Norm  5.18 hg19 Tumor-Normal ~ Jun 28 2021
' > al pair_057aaSfl-66d1-4162-b045-74236ae 04:48 PM
g s s ol i 4e4b?
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e




- ~ ThermoFisher
Tumor Mutational BurdenEH A7 3>

O —L =Workflow® “Parameters” TMutation Mutational Burden(TMB) #5t& 3 A31-8b DT )L A—FEIR

9 Annotation Main [ Tumor Mutational Burden ]

2 Bamstats Normal Tumor Mutational Burden Filter Chain
Analysis filter chain applied post variant calling to filter in variants to be included for TMB calculation
> Bamstats Tumor [TWW 1) “TMB (Non-germline Mutations)” % E 1R
> CNVFinding Tumor Mutational Burden Calculation Version
» Merge Normal Genotype Analysis version for generating tumor mutational burden results
V3.0 |
> Read Mabbina Normal
@ Analysis Results AT arEFERLI=WorkflowD T #ERICTMBD E%R X7~

Analysis Name: CCP tumor-normal TMB ~ MAPD: 0.228 | Tumor Mutational Burden (Mutations/Mb): 3.38 | TMB classification (based on specified parameters): Low

m Functional Population Ontologies Pharmacogenomics Somatic Qc Search Go Preferences ~

0. o Classification Locus Genotype Filter Normal Genotype Ref Observed Alll

O + ~ | Unclassified v|  chr1:2488068 PASS <CNV>
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O 4 BEEOALIZHD“Help”h 5. lon Reporter D S¥EMA IR EFIEELX R E AT BE
Hi, LTidemo  9218mBr0068 CHelp ) Signout &~

jontorrent Ion Reporter Software 5.18 Help

Contents Home - Introduction to lon Reporter Software » About lon Reporter Software « 4

About Ion Reporter Software

About lon Reporter™ Software

Ion AmpliSeq panel types

Home : Analyses : Analyses tab overview
hg1% and GRCh38 human genome
references .
MNetwork and password security — Analyses tab overview
requirements
Get started with Ion Reporter Software Sequence Import ‘You can access the list of available analyses in the Analyses table, located on the in the Overview screen in the Analyses tab.

Import and manage samples

Manage analysis workflows

Analyses ' mn

f—— (? - _..
Analysis results A —
[Analysis Results table overview } > @ Analyses ? ? (? (? Frte
Open and review analysis results lon Reporter™ Spftware is a suite of bioi &— o M ey nShekm

Customize the Analysis Results table semiconductor sequencing data. @ AL I I ind Version  Refers.. | Stage  Project Details

Edit Analysis Results \With lon Renoter™ Sof EEDE

1. Analyses tab
2. The Overview screen in the Analyses tab. Click the screen name to toggle between screens

The Launch screen. For more information, see Launch an analysis

The MyVariants screen. For more information, see Myvariants.

SELIGHEREHITIRIER EZfEZEN
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<\ZmHFDI—HF—HAK-)I)=X/—rGE>
http://www.thermofisher.com/ion-reporter-software-docs.html

<BAXREDEREFFRBAEMNLGE >
http://www.thermofisher.com/jp-tech-iontorrent

lon Reporter

<{RVEX-HEEE >
K ExsEsE
[ HZS L) FILEER S
N HRASNT )F— 3 BEEE

<HFPTUIT—23 >

lonReporter T2 Uéh BT = T ILATHEHR

lonReporter T2 Lh & AT J LBEHF

lonReporter Oncomine Comprehensive/Focus Assay 7 —~ 824
lonReporter Oncomine cfTNA/DNA Assay 7 — S 8247
lonReporter AmpliSeq HD = —4&2iR

s lialial=Ba
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Technical Support

Call 0120-477-392
jptech@thermofisher.com
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