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DesignStudio & [

DESIGMNSTUDIKS
SEQUENCING #

BaseSpace |

START DESIGN WVIEW DESIGNS VIEW REFORTS ?Help ~

Design a custom solution using our interactive tool

Start A New Design

What's new in DesignStudio?

Your Recent Designs

= Hirofumi

Introducing AmpliSeq for lllumina I MAME ASSAY TECHNOLOGY STATUS
DesignStudio has been improved to include 1450851 Cystic Fibrosis AmpliSeq DNA Gene Created
new AmpliSeq for llumina designers to walk 1441861 Cancer Hotspot AmpliSeq DNA HotSpot Created
you through the steps of personalizing your

custom amplicon panels. Designers for the

following application types are supported:

» AmpliSeq Gene Design . H

» AmpliSeq Hotspot Design DESIgnStUdIO[Et

Start a new design ©

To leam more, please read the release notes

Learn about the available assays

» AmpliSeq Custom DNA
» Mexiera Rapid Capture Custom
s TruSeq RMNA Expression

Meed halp? Contact us: Monday - Frigsy 7-00am - S:00pm
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(1) DesignStudio®website (2) BaseSpace Sequence Hub
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“Don’t have an account?” %2 ') v L TULMV=1= &,

Mylllumina account (#E#) DERZEHFELNN-LET, @

!"\ M|

-@- Mylllumina account (#&¥}) ZHFE THEWGEE.

BaseSpace | B2

DASHEOQARD
llumina
| oesiensTuDio ]{2:
L]

Dashbe
Sign In
Email address I KNOWLEDGE

= NETWORK
= Basic Ti ] SEQUENCEHUB N

/ -
[J Remember email address Usage
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Forgot password?
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Profe

Additional products
Verinata

Correlation Engine
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/ DNA \ RNA

Coming Soon!

AmpliSeq for Illlumina

HotSpot AmpliSeq for Illumina Custom RNA
PCRR—ZDT7 > FYAVTFHA Y Panel

« SNPREDIMESHBEZHDTHA VICALTIND . 20184 -

+ BXC total SMb RS E CIRE TR FORERERIET

. b N5/ LSEBESIX. hgl9 & GRCh38 h 5 RiR AT e

ZOMIZHE L TS5 MTEHY (Extended Species) TruSeq Targeted RNA

! . «  Gene expression profiling assay D Hh X 2 L& G
AmpliSeq for lllumina Gene - FEEHDProben s, HK10004 —47y EBIRATHE
BEFOI—T41 U JBEEEEN. BEDIV Y UE o XHREWEIE, EF (hgl9) . ¥R (mm10) .
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Nextera Rapid Capture
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WRAEFEMNELVIFE (500kb-25Mb) IZREILNTLNS
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HotSpot & Gene M2FEFED 2 A TD /AR ILTH A VA EIRA[EE

- AmpliSeqTl&. PCRTTargetfBiBl DIEIEZE1T S
- H U TILHT-YEHRAK12,000 7> T O F TERETATEE

HotSpot Gene
e -+ - <=
Target (SNPs) Target 1 Target 2
,_l% |—|% Pool 1
Pool 2
\J \J \J

© SNPs& L\ /NS LMEMZHR « BEFEADL. BEOII Y UEEBLGEEEHNR

« FrIFYarvEEEA—N—FvTLEL e FUTNVAVRLTEA—N—T v TS HEHRE
« 1 pool design TE&&t « BROTPCREMDIEIEZH Tz, A—N—F v T

+ % 4BE (&, Pool 1&Pool 2 M & 5 [ZPrimer mixZE %
(T. BI&IZPCRIZHAMT 5
« Default [&2 pool design
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THA O DER

START DESIGN®D % T %2BIR L., TH4 > Bk Assay Type
/5‘ ’&J_:]:RL THA ’Eﬁﬁyn DNAARNA % IR
BaseSpace || &8E&ER°. STARTDESIGN ~ \EWDESIGNS  VIEW REPORTS
Assay Technology
Select Assay Configure Design Manage Targets Submit Design G ene 75\ H OtS pOt jé E*R
(2
Gene: HFENEGEFLEHZXR
Assay Type ‘ / 2 p00| 7__\‘-62’( b (defaUIt)
: RNA
/ HotSpot: EIZSNPsE &
Assa:{_;l;echn_ology ‘ AmpliSeq for lllumina Nextera Rapid Capture l p00| 7__\‘-62’( >
Hotspot
Species — Mouse B SpeC|eS
‘ (greh3ap2) (mm10) e+ / LSRESIE
hgl9 & GRCh38 h i5:&iRHA]
Extended Species
iboi'lo':uT} [(;2:3::} icar?:ang} Chi“'(?::GHr;:“mer - K %0)1@0) E%*E:b
= — - - Extended Species M 1) X kM i5
(2u=Scr3) {ovidri3) (AGPv3) {IRGSP-1.0) % *R ﬂ- ﬁlé
Soybean Tomato Xﬁ%ﬁﬁiﬁ (j:COOI’dlnate—C‘:/f/ -L\J:o)
MERREEET BESHY
Design Name 0627-Custom panel-1 <« | DeSig n Name
Description 20&?@&?’?{“&%“ BE% L)
’ \ Description
aAY A EEFNIE, BADORBELGL
_()-| Design Namel% T1806-Custom panel-1] ® & 5=
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Human
(hg19)

Extended Species

Cow
(bosTau7)

Pig
(susScrd)

Chicken
(galGald)

Sheep
(OViAri3)

Soybean
(Glymal.1)

i Mouse
M (mm10)

Dog Chinese Hamster
(canFam3) (criGrit1)
Corn Rice
(AGPV3) (IRGSP-1.0)
Tomato
(SL2.40)

REDRANREYE (12F8)
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IGV. UCSC Genome Browser, COSMICETT—A2 2 ERT 5158
) LEREINDOIN—DaVEEHhERIENEE

THA USERRIZ. SEBES (hgl9/GRCh37&£GRCh38) MEET AIEEIZIE.
BaseSpace Sequence Hub® CrossMap app+>. UCSC Genome Browser O LiftOver
(https://genome.ucsc.edu/cai-bin/hgLiftOver) MDY 7 b 1 7 CHERBREZ TR IT IHEH Y

4| CrossMap |hg19 & hg38 R B EHR % i
BaseSpace Labs FRRIZYLERFD 7 7 A JLIZXT G
Help .bed, .vcf, .bigwig, .gff, .gtf, .wiggle, .bedGraph 7 &
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KD 72oT)avHA4 X ENnThnom

Regular

RETH125bp

Configure Design

Homo sapiens
hg1%

Sample Type

Max Amplicon Length

140 bp 175 bp

j FFPE cfDNA

FFPE

Sample Type

Max Amplicon Length

Regular j cfDNA

140 bp j

cfDNA

Sample Type

Miax Amplicon Length

Regular FFPE
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Regular:
mE D & LIDNA
140, 175, 275 or 375bp
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140 or 175bp
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140bp
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PrimerDECHIFFRME (Stringency)

Stringency T. Primerg%&tRFDELFIFE A FEE AT 8E (defaultiThigh)

V4

Stringency High

v [ (® Leam more about stringency

/

“Learn more about stringency”
[CHh—VILZEDOE S &, FHHGRBANRT

/

Stringency:

Highh 5 Low® [ T:H1EIR
On-target® & Coveragel
FL— FA T DOBER

The stringency setting in DesignStudio controls how
well amplicons included in the final design solution
match their target sequence.

Higher stringency settings yield primer designs that result in highly
specific amplicons. The number of en-target sequencing reads is
maximized (high specificity) and off-target reads are minimized. High
stringency designs may come at the expense of lower target coverage
in silico and can result in design gaps

Lower stringency settings yield
primer designs that result in less
specific amplicons. The in silico
coverage of targets is maximized but
low stringency designs may come at
the expense of a lower number of on-target reads (low specificity) by
generating more off-target reads

-
&
o

Lrd
3

Coverage

High  Stringency = Low

The default recommended stringency is High.

On Target

V High Stringency
Only high stringency
primers

If the in silico coverage
is sufficent, this design
is the best option

Medium Stringency

Slight reduction in
primer stringency that
will increase coverage
and may increase
off-target

For better coverage of
GC-rich regions

Coverage

Low Stringency

More relaxed primer
stringency that will
increase coverage with
greater off-target risk

For more coverage of
GC-rich regions, and
tolerance for higher
off-target

StringencyZ FIT 3 &
Coverageld [ L9 5 hH,
72—y FHENY B ETEE
HH

=ADTHA U TIE,

“high" COERXET I HEEID

THA USERR. FHEERFIC
StringencyZzZ B L TTH 1 >
NEZRETIT HERL
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44—y FDIEE (Gene & HotSpot)

Gene Design

Webinar (145990) - Created # Edt
Select Assay

o

Manage Targets

Configure Design

[ 2]

Design Type AmpliSeq DMA Gene
Species hg19 (Homo sapiens)
Amplicon Size 275
Stringency High
Add Targets

Gene Goardinate File

Gene Name: © Add Gene

Options: & CDS Only Exon Only

ExonPadding | 25bp ¥ | (spples

Mo targets detected &

anly to targets speciied by Gens na

Manage Targets

me)

Submit Design Review Design Get Pricing

© For full region design including introns, use Coardinate input

¥What is CDS ? §UTR Codg DNA Sequence (CDS|

& Download Targets

Submit Design

HotSpot Design

Webhinar-2 (146334) - Created # Edit
Select Assay

Manage Targets

Configure Design

Design Type AmpliSeq DNA Hotspot
Species hg19 {Homo sapiens)
Amplicon Size 275
Stringency High
Add Targets
Variant Coordinate File

[

dbSNP_138, COSM_32

Mo targets detected &

Manage Targets

o9

Submit Design Review Design

Get Pricing

© Add Variant

& Download Targets

Submit Design

Gene Design

Add Targets®

Gene. Coordinate, File
DLNTIHADEZ This,
2=y FDIEEAEZTER

HotSpot Design

Add Targets®

Variant, Coordinate. File
DULFTNHIDZ This,
2=y FDIEEAEZTER

llumina
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A —4y FMIETE — Gene Design

(ﬁ-dd Targe
Gene Coordinate File

Gene Name: CDKN 2A © Add Gene & For full regicn design including introns, use Coordinate input.
Options: & CDS Only Exon Only ¥ What is CDS 7 5 UTR Coding DMA Sequence (COS|
Exon Padding | 25 bp ¥ | (spphes only o targets specfied by Gene nams) & Download Targets

Mo targeis detected &

Gene Name D$§7EIZ( gene symbol #{$H

“Target entered contains errors. Please correct and submit again. Gene not found”
DI Z—MHEHZEICIE. LTD3RZEHEHA LTS

1) alternate gene symbol % {&

2) HGNC (http://www.genenames.org/) T gene symbol Z 2

3) Coordinate T4/ LLDEIFREZIETE (&id)

Gene NamelZBzFH& EANT HEEIZIEL. OptionsT

CDS OnlyhExon Only®d E5 5hv (default [£ CDS) IZF v #ANTHHAID GeneZx9 1) v

Exon = CDS + 5UTR + 3'UTR _ —
5 UTR Coding DNA Sequence (CDS) 3 UTR

Exon Paddingld. CDS OnlyZE f=IZExon Only:ZiREFDH# Kk = h H1EHE
ExonfBiD L& TREZEBMTHIEE I —4S Y MZEOHIMTIETE

Splice site mutation D#EHZF B &9 HIFEIZIE. Padding 25 bp TDERTE = H &N

INa


http://www.genenames.org/

A —4y FMIETE — Gene Design

Coordinate® 7 Tl&. coordinate T4 / L ED¥TENDEE % 15 7E ol g

Add Targels )
Gene Coordinate File

chiomosome: chrl2 St | 25398279 | siop | 25398289  nName  KRAS G12D © Add Target

@ Coordinate T4 / LD EFE#HREFIEETNIL
BEDY / LFEEAS, Hot spott™SNPE ED/NE LB Z N Z 2EMTTHE
¥ Gene DesignTlX, COSMIC IDArsIDTEEMFEEEZEETELRNLIZTEE

File® 7T, template#{EHT 3 ETH—4y FE2—IiETIEEAHE
templeteDFERAEIZDWVWTIIED RS A4 KTERBA

Add Targets

Gene Coordinate

Submit an Import File
Q) .csv bed
Download file templates: csv bed & Select a File

18 HEOBERENEHEIBESnET. BHECOBRETEEEA, | |U mina



2 —4wy FMIETE — Hotspot Design

Variant® 7 Tl&. SNPXCOSMICZ%. rsID# & U'COSMIC M mutation ID% ALY THEE AT &E

del Targots
Coordinate File

Variant Source vanant: COSM521 © Add Variant

dbSNP_138, COSM 82

Coordinate® 7 Tl. Coordinate T4 / L _ED¥FE DHEIE %15 F Al g

Add Targets >

Chromosome: | chrl2 start: 25398279 | swop 25398289  name: KRAS G12D

@ TargetZ Coordinate TA N9 HIZIE.
BHIDEBEDMEN b ERTAR5bpT DA =B TIEET DL HEID

File® 7 TI&, templateZ AT 5 ETE2—4 v FE— R TIEETRE

Add Targets -
Variant Coordinate

Submit an Import File

-
() csv .bed

L
Download file templates: csv bed ﬁ Select a File

19 HAOERENEIHRICBRESNET . BHTOEARTEZEEA,
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Target upload file (template) DERAFH*

Webinar (145990) - Created # i QOO0
Copy ransfer Delele

Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing

Manage Targets

Design Type AmpliSeq DNA Gene
Species hg19 (Homo sapiens)
Amplicon Size 275
stringency High
pp— template D AF upload
Gene Coordinate File

Submit an Import File @ @ @
.CSV .bed
Download file te""|:|ates a Select a File Upload File 180614 _webinar.csy

Example chromosome formats @

20

TemplateD AFHik
Template (.csvE7=IL.bed) (&, "Download file templates: .csv .bed”Hh 5
Wik FRED ) VI T H5ETAFH (CDSYEXoNFIRETEbcsviE N BEHH)

Template@upload /A%
Selecta File (ED74aY) =2 vo L. ¥R L fztemplate Z:E iR

“Upload File’"DAEIZT7 7 A ILAMNRET-5. “Upload File”&2 2 ) v
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Target upload file (csvigzt) DHI

CDS Only
Type: GENE_CDS

Gene Design

7/ LETOREFER

Name: :8{5F% A B G D E
‘x Type MName Chromosome Start End

Exon Only o GENE_CDS TP53

. | a» GENE_EXONS WAC
Type: QEN_E—EXONS 4 REGION target test chri 151400519 151400619
ame: Bz %A REGION Target-123fc_d chr10 94390130 94397140
" y
Coordinat / 6 REGION chr10 94390144 94397164
oordinate <
Type: REGION
+45/ LEDGE

~ > ‘L 1=
Hotspot "7'/ AJ:—CO)‘I_LEH#&

cOSMIC A E C D E F
Liprﬁ:e's.ggSMIC ID \~ Type Mame Chromosome Start End

: 2 Snp COSM911918
SNP Snp Rs12

_ / 4 REGION Target-123fc d chr10 94390130 94390140
Type: Snp /?' REGION chr10 94390126 94390128
Name: rs number /s
Coordinate /
Type: REGION

+747/ L EDAIE

HEOER

he . csVIER THRET HEHY

llumina




THA > DSubmit

Webinar (145990) - Targeted # =

Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing

Manage Targets

Design Type AmpliSeq DNA Gene

Species hg19 (Homo sapiens)
Amplicon Size 275
Stringency High
Add Targets
Gene Coordinate File

Submit an Import File

-bed
Download file templates. .csv .bed a Select a File
ple ch LT ts @
Exon Padding | 25 polies only 15 specified by Gene nam & Download Targ:
Target Type Mam: Chr Start Stop Added
G D TPS: hr17 1 1
06
G E CDKN. h 1967750
06
G h 52415 55241761
h 55242392 2 55242538

Submit Design

o

Submit Design

Important Note: After submission, your design will no longer be
editable

¥ Notify me when the design is complete

Email Address:

#| | agree to these Terms and Conditions

Cancel

BRIDA—45 Y kHBTDY X MIRBENT=5
“Submit Design"& %2 ') w9
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Terms and ConditionsIZF T v o & AN
“Submit Design”"& 2 1) v

THAUNETLET &
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THA UET DEA

& Go to DesignStudio & www.illumina.com

Your AmpliSeq for Illumina design is completed.

illumina

DesignStudio

Dear Illumina Customer,

Your AmpliSeq for Illumina design, Webinar, is completed. To
review this design, visit DesignStudio,

¢ Design Summary

Design 1ID: 145990
Solution ID: IAA6791_182
Design Name: Webinar
Numl.)er of 35
Amplicons:

If you have any questions, contact Illumina Customer Service

Thank you for using Illumina DesignStudio!

Sent by Illumina | 5200 Illumina Way | San Diego, CA, 92122
vowwsillumina.com | Update Profile

asd
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f-LET &, CTHEEW=ZLV:
Email7 FLASETIZ.
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Review Design

Webinar (145990) - Orderable 4

Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing

Review Design

@

Amplicons per Pool 21/ 18 ing
mplionn Gap B~d Results & Download Targets

Solution ID  |1AABT91_182 275 s
Assay Version AmpliSeq DNA Gene 257 9005 0’/0
Species Homo sapiens (hg19) -
Sample Type regular Percentage Coverage
viax Amplicon Length 275
Stringency  high # Modify Design
MNumber of Amplicons 38
[a)F] op 5203
Cov bp) 4766
Mumber of Poals 2
mplicons per P 125 Get Prici

»  Type MName Chr Stop (#Amplicons Total Covered Missed |Coverage #Exons
Coordinate KRAS Q6... chri2 25380272 5380282 1 10 10 0 ook & -
0
Coordinate KRAS G1... chri2 25398276 25395286 1 10 10 0 o0k &
4 0

BELTULVEEE-EHR

@ Coverage (insilico) TEDLK BWVWAN—TET=HZHEER

@Total. & UVBEIEF (region) IZHF2 7 T)ar#k

XToF)AVET, hRAZLIARIILDEENRED
ToT)aALENLZTELEEICIE. EEHFHISZOLEMN

QERET TS A o 1=

KIBEFITE->TIE, BFEDEXONFEMNEFETHERIZCK WELHLEITER

Review Design®[E[H .
LU

Table®Region4 T Tl%.
THA OO HERATEE

« Type
2—7y MEERORR
(Gene/Variant/Coordinate)
* Name
BIEF4. F1=1duploadZ 7 A
JLTHETE L =4I
« Chr, Start, Stop
77 L EDRMEFER
*  #Amplicons
&Region®7 > 7)) aUH
+ Total
A—7y FDIBEER
 Covered
B—7y FDHRTHN—TZE:
IBE
* Missed
A=y FOHRTHN—TZER
Mo =18 E 3
« Coverage
BHA—Hy Mt B H/IN—FK
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Review Design

Amplicon® 7

S f 4 *DALE] ) - :
Region Rrr_lpllDDn Gap /7- A J: —C 0) 11L I— I ﬁ $& & Download Results & Download Targets TabIeODAm pl ICO n 9 j'ts ‘i .
mplicon r op ame 00l ) 7‘/7'}:‘/0)%&%"‘3&1’:&%‘@\

5226976 chr? 35241428 99241604 EGFR Ex1a 1

5226977 eh7 55241643 55241801 EGFR Ex18 2 % Vv 70 U ar @iéaé rl]E (Z FH LY é
chr? 55242350 55242564 EGFR Ex19 1 Primer_t, v I\ 75( EO) Pool ‘:%‘:_“ I,) %

chr? 55245899 55249123 EGFR Ex20 z

chr? 55249120 55245200 EGFR Ex20 1 -C 6 *‘-’ -C L \ é b\EEEZ‘?\EI ﬁlé
chr7 59255264 55259452 EGFR Ex21 2
chr? 55259481 55259624 EGFR Ex21 1
chr? 55260387 55260608 EGFR Ex22 2
chr? 35266381 95266607 EGFR Ex23 1
chrd 21967713 21957941 CDKN24 1
chrd 21967930 21958104 CDKN24 2
chrd 21968093 21958266 CDOKNZA 1
chrd 21963544 21968757 CDKN24 2

Gap4% 7

-~ / ! I < 0) 1_[_ % 'l‘ *&
Region Amplicon l Gap 5 C lL I— ﬁ & Download Targets G a 9 j’ _c: [i
S
~
Name Chr Start Stop p N ° f
—/7'\\ I\ q:l’C*jJ —_(ég T
CDKN2A chrd 21970984 9 J o) I \ d‘
- . —— =) 6 75*‘—_[ Lbb
CDKNZA chrd 2197485 75\ ) 1‘: ﬁaiﬁ %ﬁ&nnﬁ.\ NA| Be
CDKN2A chrd 21975007
CDKNZA chra 21834411 21994515
TP53 chri7 T5ITE1T 7577633
TP33 chri? 7578519 7378554
TP53 chri7 7579519 TST9609
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Webinar (145990) - Orderable Ceo
Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing
Review Design
) IAABTI1_182 Ma 275
n  AmpliSeq DNA Gene edian 257 9005 UA}
5 Homo sapiens (hg19)
/pe  regular o 20 Percentage Coverage
# Modify Design
Min 125 Get Pricing 9
Amplicon Length
Region Amplicon Gap ﬂ- Download Results | & Download Targets
. £ r ' - — !i
& == HAA Table TR SN 1FEHRIE.
] 1AA6791_182_coverage_details.csv Microsoft Excel ... 2 KB Download Resultsh 5
(=] 1AAB791_182_coverage_summary.csv  Microsoft Excel ... 2 KB )\q&—c % %) ) 7 ,r )bb\ 5 :l:J EE nu.\
|E| TAABT91_182_Designed.bed BED 77 -1l 3 KB
| TAABT91_182_ manifest.ixt TXT 271 12 KB
|&) IAAGT91_182_Missed.bed BED 271 1KB
|E| TAAB791_182 Submitted.bed BED 771l 2 KB
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THA OFHE (UCSC Genome Browser)

Webinar (145990) - Orderable

Select Assay

Review Design

Repion

Amplicon

»  Type
Coordinate:
i}
Coordinate
4 D
Coordinate:
i}
Gene
15
Coordinate
D
»  Coordinate

IAAGTS1_182

regular

275

high

ki)

5293

4768

2

21718

Gap
MName Chr
KRAS Q6... chri2
KRAS G1... chri2
KRAS G1... chri2
TP53 chri7
EGFREx18 chi7

EGFR Ex19 chr7

Configure Design

AmpliSeq DNA Gene
Homo sapiens (hg19)

Start

25380272

25388

[
=

25398279

352415

£
=]

55242352

Manage Targets

Max 275
edian 257
Aoy 240
Min 125

Amplicon Length

Stop #Amplicons

25380282 1

41761

L

55242538 1

items per page

Submit Design

Copy Tramsker Deete

Review Design

Get Pricing

90.05 %

Percentage Coverage

# Modify Design

Get Pricing 9

CoveragetaD 74 AV &
D)9 095dE

UCSC Genome Browser
~BEIL.
Fo7)avnuEFEERN
[CBEHRTHERT S5EN

& Down & Download Targets
Total Covered #Exons
10 10 -
10 10 0 100% &
10 10 o 100% &
1853 1747 106 943% &
172 172 0 100% &
146 146 0 100% & h

1-11 of 11 items
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s{li (UCSC Genome Browser)

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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THA4 U OFEE (UCSC Genome Browser)

Annotation TracksIZ[&. GC Percent, COSMIC Regions. RepeatMasker QEMMNEHEID
LEBICFT v I ZEAN, refreshx 1) vy 95 &, Genome Browsert IZREREN D

SREIHNEELIVEER SN SHEE
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Mapping and Sequencing
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THA4 U OFEE (UCSC Genome Browser)

THA URREREMICHER T 5 2 EAATHEE

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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THA4 U OFEE (UCSC Genome Browser)

THA UHNHEGEMN o5 (Gap) DHEREL AIAE

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
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THA UDELE

DesignlZfE#EMN $H 515 E (2%, Modify Designm™ o BT H 4 U HVAlHE

Review Design

90.05 %
Percentage Ccné
# Modify Design

Get Pricing %

Solution ID 1AAG791_182 275
Assay Version AmpliSeq DNA Gene tedia 257
Species Homo sapiens (hg19) . e
Sample Type regular
Max; Amplico th 275
high
Numt s 30
Tota o) 5293
Co o) 4766
d s 2
s per Pool 21718 vin 125

D

a

K o ™ =
Viodify Design
Modify design will create a new project with settings and targets from this project as
the starting point.

Project Mame

| Webinar-3 |

Project Description

Design Stringency

L

. = .
high (® Leam more about stringency

¥ - . -
# Maximize number of des gn pools for best coverage 4

@ Cancel

33
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Modify DesignTTld&., LLTFDEELAEE

@ Project Name®DZEHE (WHZE)
KEDPLCEEDEHLIIMNDSLDIZ. BLE
FEMFTTOEELDLABED
StringencyMZE (BS54 E M DRE)
PoolBIDEE

PaddingDiEE D EFE

Target®Eh0. HIFR

OSOO

Modify Design®E[@E TIX.
Maximize number of design pools for best
coverage [ZF T v ¥ Z L\ T Modify Design IZ

HEAEEBE., T4 212 CTEEIRIZPool #

MNRAEIN, BTHA oA TThhET,
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Webinar (145990) - Orderable 0o
Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing
o (2] (3 o
Review Design
Solution 1D IAAG791_182
Assay Version AmpliSeq DNA Gene 90 05 %
cies  Homo sapiens (hg13)
Sample Type regular
mplic gth 275
Stringency high # Maodify Design
cons 39
bp) 5293
bp) 4765
ools 2

BICFz v LTWEEELWEE (7o) a B EPoolNaR FEEMESELERL G D)

Number of Amplicons: 17> 71 a>&Hi=Y 1,080M
Number of Pools:

1-2 pool TlX. AmpliSeq Library PLUS for lllumina %1 reaction/#F: 4> FI)L &% 7= Y 15,500H

3 poolTl&. 1l.5reactionaER: > TiLHi=bY 23,250M
4 poolTl. 2reactionER: 4> T )L&HTF-Y 31,000M

% Cat# 20019101 AmpliSeq Library PLUS for illumina (24 Reactions) ¥ FZ{EH L-154&

AR MZEIZS=0I12F. TNEGELGFZRINVY.,

HotSpotlZ#k > TTH4A VI 52FENE R
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DR LISRILDA—5F—

Review Design

Solution ID IAAB791_182 1a 275

ay Version AmpliSeq DNA Gene edian 557
es  Homo sapiens (hg19)

be  regular “0

gth 275

¢y high

ns 39

op) 5293

op) 4766

ols 2

Amplicons per Pool 21/18 L 125

THA UETR.
Get Pricingz 2 1) v %

90.05 %

Percentage Coverage

# Modify Design

| = |

Finalize Design & Get Pricing

Please review your design details below. To get the most accurate
pricing for you, we'll need to finialize your design which means that
you can no longer alter it

Design Details
Design Name Webinar Species
Design Id IAABTI1 Amplicons
Solution Id IAABTS1_182 Pools
Design Type AmpliSeq DNA Gene Amplicons per Pool

Coverage

[ Finalize Design & Get Pricing &' Cancel

( \
lWebinar (145990) - Finalized J —
Select Assay Configure Design Manage Targets

” Finalize Design & Get Pricing"%# % ') v &
THA U AT—42 AHFinalizedZZEH S

THA VR T—42 AMFinalizedIZH Y E L= 5.
RIEBYEKENEEE G YET

UTDIEE 8B EEXFXRFTEEFTTER T
1. ZFA9> & (Myllumina~® a4 4 >ID)

2. T4 4 (SEOHFITIE Webinar)

3. Project ID (S EIDHITIE 145990)

4, REMPICEELEZ7o7)a 0 (SEOHF T 39)
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Webinar (145990) - Orderable

Select Assay Configure Design Manage Target

Review Design

|AAGTO1_182
AmpliSeq DNA Gene
Homo sapiens (hg19)
ragular

275

high

39

5293

4785

2

21118

@9@—

Copy Transfer Delete
i

# Modify Design

125 Get Pricing 9

Transfer

BriX. HIFR)

B LT=TH5414 >IX.
aAE—, DT HhO 2 bADERE
B L VHIBRHA AT EE

Copy
FHLWARIZfHTT, THA U &ER
Delete

THA DI

BaDOMyllluminaZ Ao > MMZHBTHA V&, tdDMyilluminaZ h™o > FIZTransfer
Transfer L /=15 &(Z1&. #FIZ DesignStudio Project Transfer Confirmation] & L5 &M A —JLHVE <
HFEHLA—/LEDAccept Transferd 2 1) v LI=FR T, EEMNTET

Transfer Project

When you click transfer (below) a transfer email will be sent to the recipient. When they

accept the transfer, the project will be transferred to their account.

Transfer to (email address)

@ Cancel

& Transfer

XTransferf&. Accept®SET 9 5 F TIC24ARFREIDEREIGIRH Y ., 24BHEZ BT 5 (L. BETransferN b E
XTransfer LTzIBEICIEX. FROLTHA UG LGS0, Transferd 275 VIEH oM LHaE—LT
FRIZRFELTES Z LT HE
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DR LA I)LDManifest Fileld
DesignStudiok Y #o > O— FAVATRE

BaseSpace ||

37

View Designs

DESIGNSTUDIO

SEQUENCING  w

Project Id:

@ START DESIGN

VIEW DESIGNS

Customer Email:

VIEW REPORTS

N Al Ctatan  —

| b Copy

~a

m
<.

Transfer

Delete

Download

?Help ~

Q, Search:

Added

& Shinji v

Legend:

Dual Pool

Actions

=] Manifest

Orderable

Orderable

AmpliSeq DNA Nextera Rapid Capture TruSeq Custom Amplicon TruSeq Targeted RNA
Type Design ID Solution ID Design Name Amplicon Size Amplicon Count Coverage m
Gene (LR [BEILEY L LT R R | 175 1277 Amplicons  99%
Gene NI g [ N2t B | E Ra 175 1190 Amplicons 95%
Gene 4.3 [ - L o 175 1255 Amplicons 96%
Gene o [NELY T - rr= 175 1161 Amplicons 92%
Gene ng= (§ELE LY [T T R 275 16 Amplicons 99%
Gene 4., Leoma "B T L 275 15 Amplicons 94%
Gene o " Taad iP5 == bk R ] 275 15 Amplicons 94%
Gene 1 mad L AR s 275 524 Amplicons 99%
Gene 1" 5 Ly =i ul Bl 275 414 Amplicons 98%
Gene R Lo, "I W T R T 275 632 Amplicons 98%

grch38.p2

grch38.p2

04/30/2018

04/27/2018

04/24/2018

04/24/2018

04/18/2018

03/28/2018

03/27/2018

03/27/2018

llumina
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BREBENYT Y MRENARILTHA O OH

EReasEtEEEERETHD
FRAMEARHMEIE  (Cystic Fibrosis) &6l& LTHR B LNRILETH A

m

R IE T
CFTR, SPINK1, PRSS1, PRSS2, CTRC, CASR
MD6EIEF*D coding region ZXH

* Tomaiuolo, A.C., Sofia, V.M., Surace, C., Majo, F., Genovese, S., Petrocchi, S., Grotta, S., Alghisi, F., Lucidi, V.
and Angioni, A. (2015). Relationship between CFTR and CTRC variants and the clinical phenotype in late-onset cystic
fibrosis disease with chronic pancreatitis. J Mol Diagn 17, 171-178.

Configure Design

v’ Species: Human GRCh38 (hg19, GRCh38.p2h" 5 #4R)

v Amplicon Size: 275 bp (140, 175, 275,375 bp/H 5:ER. FFPETIL140, 175 bp % #18)
KREIMBAERFEDREDR L IDNAN G LN D EEE

v’ Stringency: High (H|gh Medium High, Medium, Medium Low, Lowh\ 15 :#1R)

v Padding (325 bp THE®E (splice site mutation ¥ #EEE)

HEOBERENEHEIBESnET. BHECOBRETEEEA, | | umina



Target DETEFIE

1. 47/ LEEEFIIZ GRCh38 #157E
KEBOBIT/NNA TSAI12HHETITHEET L
2. Max Amplicon LengthTI& 275bp #3155

XKmBEDRUVLIDNAZ CHERADZAICZIE, 7o 7)) a OHEHA 51=8275bpll LA HEND

3. Stringencyld high#% &%

KEHRBRFDORAND T A U TIE, BIBFEEOSVWT A U EE58OLFET
4. Gene NameMIEE T, 2—4% v FDEBEEFZFIETE (CDS OnlyhExon Onlyh £ 38E1R)
=5y FHNBEFEARDEEIZE, uploadfileZAET ALY L EBEANT L2ANEE
5. Splice site mutationZ#&H 9 4578 . Padding%25bp THEE

Cystic Fibrosis (146303) - Targeted # it 60
Cooy Tranater Deiee
Select Assay Configure Design Manage Targets ~ SubmitDesign  Review Design
Manage Targets
Design Typs AmpliSeq 1 DNA Gene
Species grch38.p2 (Homo sapiens) sch Je— B ==
>
i BIEFE CHEIEETE
Stringency High
Add Targets
Gene Coordinate File
aaaaaaaaa . CFTR © Add Gene @ For full region design including introns, use Coordinate input
Options: @ CDS Only Exon Only VWhatis CDS 7 : [ & TR
ad by 3= & Download Tz
Starf top  Added
hi 117479962 663664
147824579 83923
hi 142749467
142770942
h 33441 48858
122183682
o
Submit Design

AN F# Z 1= 5Submit Designz 9 ') v ¥

- i?@‘o PHTORERARTEEEA,

llumina
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Cystic Fibrosis (146303) - Orderable 00 - DTFHA > TlE
Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing Coverag e 99 ) 02%
o o e o N I S, RE.
7o7Y)arE 106

Review Design Pool#: 2

Solution ID  |AAGTSE_182 Max 278 l 7—_“-|j=‘ ,f ~/ 5+E E‘Z i -ts ( -

Aszsay Version  AmpliSeq DNA Gene Medion — g 9 . 02 %

Specis Homo saios = Mo =B IEE & 405

(greh3s.p2) Percentage Coverage
ample Type regular
Max Amplicon Length 275 # Modify Design
Stringency  high
Number of Amplicons 106 -
Total target size (bp) 13087
Covered bases (bp) 12958
Number of Pools 2

Amplicons per Pool 53 /83 Min 128 Get Pricing =

Amplicon Length

Region Amplicon Gap & Download Results & Download Targets
» Type Name Chr Start Stop #Amplicons Total Covered Missed Coverage #Exons
» Gene CTRC chri 12 1207 1082 125 896% & -
» 8
v Gene CASR chr3 22 3567 3567 0 100% &
» 7
r Gene SPINK1 chrs 4 440 440 o0 100% &
3 4
Gene PRSS52 chr? 8 1086 1086 o0 100% &
[
Gene PRSS51 chr? 8 994 994 0 100% &
5
Gene CFTR chr? 52 5793 5789 4 999% & v

C] i1 25 ¥ |items per page 1-6of 6 items
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OX FREM (2452 T))

Library PLUS
AmpliSeq Panel RERGH Panel 1 kit&H1=Y DY > FIL#
%>

AmpliSeq Custom DNA Panel for Illumina 750 (<96 amplicons)
(Cystic Fibrosis 2 pool design) 3000 (>96 amplicons)

ERAKNY) T RDBEIE, X250 ALYy OTHRD ERTE

%o 2 FERFEAME | 248V TR | o TLHi-Y

AmpliSeq Custom DNA Panel for
20020495 [llumina 114,480 1 39
%106 7 > 7)) 3> x 1,080H

AmpliSeq Library PLUS for lllumina
(24 Reactions)

AmpliSeq CD Indexes Set A for
lllumina (96 Indexes, 96 Samples)

20019101 372,000 1 15,500

20019105 80,700 1 841
MiSeq Reagent Nano Kit v2
MS-103-1001 (300 Cycles) 52,200 1 2,175
XY TILHTz Ux250THED & RE

v FO¥E 619,380M

Yo T LH-YOME (§5) 18555 H
42 HEOFEHBEMNEHEICEBE AT BHTOFERARTEEEA AV IRRIINL®



THA R EH

FTVCFILDOTHA T
Coverage 99.02%., 7> 71 a>#: 106, Pool#: 2
Yo TILHI-Y O (§5)

18,555 H

BEAEETRMLE-TY1 Y
(Stringency % highh 5 MediumIZZ )

Pool#iEmFH4 >

Cystic Fibrosis-M (146357) - Orderable

Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing

Review Design

Solution 1D IAA6812_188 Max 275
ssay Version AmpliSeq DNA Gene

Species  Homo sapiens
(grenas.p2) Avg 240

Min 126
Amplicon Length

Get Pricing <

Cystic Fibrosis-P (146356) - Orderable

Select Assay Configure Design ge Targets Submit Design

Review Design
S0 D R M a8
Assay \ on iSet ene edian 9997 %
Species  Homo sapiens
g 24 Percentage Coverage
ngency high
s 107

c
Amplicons per Pool 38135 / 34 Jin 126

Amplicon Length

Sample Type regular
Max Amplicon Length 275

Coverage: 99.02% (H/N\—ZFEmLET)
Amplicon#{: 107 (a3 X ~&n0)
Pool#§:2

HoTILHT-Y. 18,555 H

43 HAOERENEIHRICBRESNET . BHTOEARTEZEEA,

Coverage: 99.97% (H/\—Z1&n)
Amplicon#: 107 (3 X ~&hn)
Pool#{: 3 (O X ~i&hn)

Yo TILH=Y. 26,305 H

llumina
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FHRZEZBRH/ AARILT A O OH

BAZREELTHREILNNRILETHA Y

Eﬂiﬁ? fEiE 7
TP53 (All Coding Exon)
« EGFR (Exon 18 - 23)

« KRAS (G12D, G13D & Q61K) ZDTHAUTIE.
« PIK3CA (E542K, E545K & H1047L) - BEDHEBZEZIEET 5710

. BRAF (G469A, Y472C, L597V & V600E)) | Upload file Z{#EHT 3
« NRAS (G12D & Q61K)
- PTEN (R233%

Configure Design

v' Species: Human hg19 (hg19, GRCh38.p2h" 5 :#4R)

v Amplicon Size: 175 bp (140, 175, 275,375 bph\bﬁﬁ FFPETIX140, 175 bp % #t22)
XM b DHEA FFFPERE®D gDNA #48

v' Stringency: High (High, Medium High, Medium, Medium Low, Lowh 5 :ZE1R)

v Padding [0 bp THE (splice site mutation [E&E L A LY)

HEOBERENEHEIBESnET. BHECOBRETEEEA, | | umina



Target DETEFIE

1. 7/ LEZHESIIC hgld ZiE7E
KEBOEFNA TSAIZHHETITIBEBET L
2.  Max Amplicon LengthTI& 175bp #3187
XKOFEDEATZgDNAZ ZFERDIFEIZIE. 175bpA TR EEISD
3. Stringencyld high#% 85
KEHRFORADTH A T, BEIFEEOSEWNTTA U 2E88HLFET
4. Upload fileZfEALT. 2—%v FDEBEERFEIETE

XHFE DR APCOSMIC mutation IDZIEET HIHEZIE. upload fileZ{EHT S AMNEE

5. Splice site mutation [£%# —4"w k& LA LVz8. PaddingZ0bp THERE

Webinar-cancer (146994) -

Select Assay

IManage Targets

Design Type
Species
Amplicon Size
Stringency
Add Targets
Gene Coordinate File

Submit an Import Fil

Configure Design

AmpliSeq DNA Gene
hg19 (Homo sapiens)
175
High

Created <=

Manage Targets Submit Design Review Design

ceo

ZChbAF

Upload fileMtemplatel&

ZDTHA UTIE.

.csviz =R D upload file % & A

bed

Download file templateg: .csv .bed

B Select a File Upload File | 180614_webinar_cancercsv

& Download Tar;@

Submit Design

47

ANZERAZI=B

Submit Design& 2 1) v o
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Upload file (.csv) D& &

Upload filelZlX. LT 774 IILZRAE
Hotspot design Tl&#: L =6, COSMIC IDTEEET S LFTEAN

TP53TI% 4/ L ETOREFER
& = A B C ] E F
CDSFEEE%W %*EIIE 1 | Type Name Chromosome  Start End
Type: GENE_CDS » GENE_CDS TP52
= a ((REGION EGFR Ex18 chrr 55241589 55241761
Name: E{K%% 4 | REGION EGFR. Ex19 chr? 55242382 55242538
REGION EGFR Ex20 chrr 55248961 55249196
= REGION EGFR Ex21 chr? 55258387 55259592
EGFRTIX oL . REGION EGFR. Ex22 chr? 55260433 55260560
ﬁiO)ExonﬁEiﬁ.l-%x 2 _C:J:EIIE EGION EGFR Ex23 chr? 55266384 5526658
Type: REGION REGION KRAS G12D chri2 26398279 25398289
o o REGION KRAS G13D chri2 25398276 25398286
+ /5( _"7- v bk % (7-|_ J v 3 s/) REGION KRAS QB1K chri2 26380272 25380282
—+ /7“/ AJ:O)EZE REGION PIKICAES42K  chr3 178936077 178936087
REGION PIKICAES45K  chr3 178936086 178936096
REGION PIK3CAH1047L chr3 178952080 178952090
REGION BRAF G469A chrt 140481387 140481407
ﬁ%d)HotSpot’é?ﬁi REGION BRAF Y472C chr? 140481388 140481398
REGION BRAF L597V chrt 140453141 140453151
Type: REGION REGION BRAF VG0O0E chr? 140453131 140453141
+ /)'l —/7' v ~ % (7_[' 703/ 3 ‘/) REGION NRAS G12D chri 115258742 115258752
- L REGION NRAS QB1K chri 115256525 115256535
+ ,7- / ‘L‘J:O)ﬁ“% REGION PTEN R233 chr10 BOT1T667 BA71767T

COSMIC IDXHEDEXONFBIEN S/ LLEDCEBEDFERHRIIRDA S A KTERBEA

48 HEOBERENEHEIBESnET. BHECOBRETEEEA, | |U mina



Cosmic IDDFER %

COSMIC (Catalogue Of Somatic Mutation In Cancer)
https://cancer.sanger.ac.uk/cosmic

I
|

Catalogue Of Somatic Mutations In Cancer

COSMIC v85, released 08-MAY-18

GRCh37 +
GRCh38

Follow @cosmic sanger

\—w-nvlls News

COSMIC, the Catalogue Of Somatic Mutations In Cancer, is the world's largest
and most comprehensive resource for explering the impact of somatic
mutations in human cancer,

Start using COSMIC by g¥g gene, cancer type, mutation, etc.
below. /

KRAS G12D| SEARCH

{
|
\
\
|
|
|
|
|
\
|
\
|
\
\

Projects

COSMIC is divided into several distinct projects, each presenting a separate
dataset or view of our data:

The core of COSMIC, an expert-curated database of somatic
mutations

i‘ .I Cell Lines Project
[ " Mutaticn profiles of over 1,000 cell lines used in cancer research
a

y |
Al COSMIC-3D
W An interactive view of cancer mutations in the context of 3D

structures

" 7 Cancer Gene Census
Jdll7y' A catalogue of genes with mutations that are causally implicated in
'

ranrar

Your choice regarding cookies on this site

We use cookies to optimise site functionalitv and give you the best possible experience.

https://cancer.sanger.ac.uk/cosmic?genome=37

] A step by step guide to account revalidation

— We have introduced a new way of managing the COSMIC accounts by
asking you to annually revalidate your account. More...

COSMIC Release v85

i } The May COSMIC release (v85) is now live. There are 3 new fully curated

: } genes, substantial curation updates for TERT, 1 new fusion pair, and 162
samples from 8 new systematic screen papers. We have also added 25 new
hallmark genes to the Cancer... More...

New COSMIC file download service

ﬂ:l The SFTP server will be deprecated Aug 2018 - We have put in place new
““iSeE web endpoints to make it easier to access our data download files from
scripts. Please change to the new endpoints as soon as possible. More...

Genome VersionH 5
GRCh37/H38% &iR

B B9 D HotSpot

f5l) KRAS G12D
(F1=IEKRAS G12)

HmEEANDL

Search 2 ') v

Tools

4k Cancer Browser — browse COSMIC data by tissue type and histology

4 Genome Browser — browse the human genome with COSMIC annotations

4 CONAN — the COSMIC copy number analysis tool

4 GA4GH Beacon — access COSMIC data through the GA4GH Beacon Project &
4 COSMIC in BigQuery & — search COSMIC via the ISB Cancer Genomics Cloud &

m Cookie Preferences X

49
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Cosmic IDDFERR A%

pCOSMIC & &

Catalogue Of Somatic Mutations In Cancer -q."_.“'- 4 ap

COSMIC search results

Your search term "KRAS G12D" returned results in 2 sections of the database. More...

pubmes 2

Show |10 ¥ | entries

Gene ‘(_\ Alternate IDs Recurrence
KRAS l C.35G=A I KRAS €.35GzA... 14624
KRAS €.35 36GT=AC KRAS €.35 36GT=>AC... 2
Showing 1 to 3 of 3 entries First Previous ‘T| Next Last

50 HEOBERENEHEIBESnET. BHECOBRETEEEA, | |U mina



Cosmic IDDFERR A%

P &%
4> COSMIC = o
Catalogue Of Somatic Mutations In Cancer . _\;3—‘—_;_;{""' '."

=,

COSM521

Overview

SEARCH

Login v

GRCh37 - COSMIC v85

B overview

on our help pages.

This section shows a general overview of the selected mutation. It describes the source of the mutation i.e gene name/sample name/tissue
name with unigue ID, and also shows the mutation syntax at the amino acid and nucleotide sequence level. You can see more information

| Pathways affected

Mutation ID

COsM521

ID

B References

Gene name KRAS
Reset page
AA mutation p.G12D (Substitution - Missense, positicn 12, G—=D)
CDS mutation c¢.35G>A (Substitution, position 35, G
Nucleotides inserted /=
Genomic coordinates |GRCh37, 12:25398284..25398284, lview Ensembl contig &
DD NP 203524.1% ﬁlﬁ'l%#ﬁ
HomoloGene /=
Ever confirmed somatic? Yes
FATHMM prediction Pathogenic (score 0.98)
Remark n/=
Recurrent n/z
Drug resistance n/z
51 HROEAEMNEFHEIBESNET. BECORRIITEX A, llumina’



T DexonfHs DFEE A %

UCSC Genome Brower
https://genome.ucsc.edu/index.html

41
SHNIHEHW% Genome Browser

nomes Genome Browser Tools Mirrors Downloads My Data Help About Us

GenomesTab &2 ')wv o L
HEID T / LSRERS| ZE R

Human GRC

n Our tools

® Genome Browser
interactively visualize genomic data

Mouse GRCm38/mm

Mouse NCBIS7/mm¢?

m BLAT
Mouse: 16 strains rapidly align sequences to the genome
Other ® Table Browser

download data from the Genome Browser database
®m Variant Annotation Integrator

get functional effect predictions for variant calls
m Data Integrator

combine data sources from the Genome Browser database
B Gene Sorter

find genes that are similar by expression and other metrics
B Genome Browser in a Box (GBiB)
run the Genome Browser on your laptop or server
In-Silico PCR
rapidly align PCR primer pairs to the genome

m LiftOver
convert genome coordinates between assemblies

m VisiGene
interactively view in situ images of mouse and frog

More tools...

Our story What's new

52 HAOERENEIHRICBRESNET . BHTOEARTEZEEA,
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Genomes Tools

Genome Browser Mirrors Downloads My Data

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
MOVE | <== | << | < | = | >> | === |Zoomin | 1.5x | 3x | 10x | base | Zzoom out | 1.5x | 3x | 10x | 100x

chr1:123.476,452-126,536,741 3,058,290 D{v| EGFR I | go

View Help

chrt (pit -t (MW W

A
J scatle HE| | F=is
chri: | 124, @0, eae| 4’ L 125, 808, saa 125,500, 088| 126, pan, aeal 126,500, pan|
| Project 144324 Solution IMAE497_187 Aol icons
Froject 144324 Solution 1ARS4ST_L16T Gaps

|| IARS4S7_1867 Gaps
| <C Genes (RefSeq, GenBank, CCOE, Rfam, URNAS & COMPArative Genomics)

Mo dAta _ GC Fercent in S-Base WiNdows

GE Percent

o data _

: Catalogue of ZOmATIC MUTAT{ONS in Cancer V&2

REQEAT N2 Elements By RepestHasker
SINE
LINE
LTR
one
Simple
Lou Comp lexity
Satellive
RHA
ather
Unknaur

UCEE_spnotations of RefSeq BiAs (N s snd HE_x

Click on a feature for details. Click or drag in the base position track to zoom in. Click side
move start move end
= 20 - bars for track options. Drag side bars or labels up or down to reorder tracks. Drag tracks = 20 -
[ — o left or right to new position. Press "?" for keyboard shorcuts. — —

BRDBEFDHEIZ
B

Bz FREAN., go%
21)w9

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

move | s=< | << | < | » | #» | =»> |Zoomin | 1.5¢ | 3x | 10x | base | zoom out | 1.5x | 3x | 10x | 100x |

chr7:55177,510-55.275,773 | 96,264 Dp.| enter position, gene symbol, HGV'S or search terms | ao
che? (pit.2y [0 B i GEi+ U 0 I . ] |
J Seale EONTY | g1 ?—
chrT: | ==,12e,0000  =s,z2ee,eeel  SS.2ie,eee]  =5,220, 000 55,230, e8] 55,240,008 55,280,008 55,288, 00d] L2708, sod|
UCEC Gemes (RefSeq, GenBank, CCOS, Bfam, TRHAS & Comparat ive Genomics)
EGFE | <3} ' e | EGFE = EGFR-S 1 E—————rere
Earr| 1 fmprt e e EEFR s r s
EGFR | <3} t t 1 -

RN !
=TT T

Bk H 5 ZHi K
OLE GA#ITE) 2k
Jwy Li=EzERKIv5
@Shift¥—Z# L7 H% 5 &

THRDEE (Exon) LXK

EGFR bl Em
| EGFR e
Ta _ GC Fercent in S-Base Windows
oC Fercent
ae _ [l
| atalogue of ZOmatic UTAT 101 1N Lancer =
COSMIC Regions 11 | | Y I N I B | 11 10l 1 11 | L
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UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly
move | <<= | =< | < | = | |zoom in | 1.5% | 3x | 10% | base | zoom out | 1.5x | 3« | 10x | 100x

chr7:55.241,605-55,241,747 143 bp. ‘ enter position, gene symbol, HGVS or search terms

i

[

. . [=2. 1] CEFUSY NN WM ° ECEEcsSEEE ) |

sssss

esel 58,241,748

3
ﬂﬂﬂﬂﬂﬂﬂﬂﬂﬂ
0 LN LH LN
8 EAF H oA L

EII
[ ¥ |
K E

o e e e
[F Mk BNk TN L [oN s TN & [EN c NN v IV « Deeee
B @ m o @ @G B RO

_ Eﬁﬁ%ﬁ%ig%ﬁﬁ%ﬁ&%ﬁ%ﬁ%ﬁﬁ%%%

Exonl8
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EGFR Exonl18% K L F=F D

-

—_—

EFIEHR
( transcript variants)

— HotSpot (COSMIC)
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Tools Mirrors Downloads View Help About Us

UCSC Genome Browser on Human Feb. 2009 (GRCh37/hg19) Assembly

=== | ZOOM in | 1.5% | 3x | 10x | base | Zoom out | 1.5x | 3x | 10x | 100x

e Browser My Data

move | === == = = =

chr7:55,241,612-55,241,738 | 127 bp. | enter position, gene symbol, HGVS or search terms |£

ceT dpii2y (BN T NEE N W >4 BN =% [==.1] GEFWS W WM | EEEEcSSREE |

scale| | 0 Dazex|}

@m&mmmmmmm%&mm&ﬁ%ﬁmmﬁmmm%

G Feroent

Drag-and-select x

+ Hold shift+drag to show this dialog
+ Hold Alt+drag to add a highlight
» Hold Ctrl+drag (Windows) or Cmd+drag (Mac) to zoom
« To cancel, press esc anytime or drag mouse outside image
= Highlight the current position with h then m

Clear all highlights with View - Clear Highlights or h then ¢

Highlight color: |#aaedff Reset

Don't show this again and always zoom Wlth shift.
Re-enable via 'View - Con

Selected chromosome positign: chr7:55241612-55241738

)| ST TR TR N ]
T nreeT

[ Zoom In ][ Single Highligh®

Cllck on a feature for details. Click or drag in the base position track to zoom in. Cllck side

move start = maove end

7/ LEDEDORHES
SHOICEMDMEEZRYADSE
T. BHIDOMEEOEBEAKMGAE
DM AT RE

CoordinatelexX T2 —45v %
BEIT HHEIZIX. padding®d
RENRBEINLZ N =D,
COSOMiRIZR#HBZEFH > THETE
TE5BZRENNHLET
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THA IR

Webinar-cancer (146994} - O

Salact azaay

Cconfigura Dasign

Review Design

irderable

Manage Targsts

Solution |0 1AAT258_167 Mane 178
Assay Version AmpliSeg DMA Gene ) N
Species  Homo sapiens (hg19) Medizn 187
Sample Type regular

Max Amplicon Length 175 e 158

Sftringency  high

Number of Amplicons 46 h
Total target size (bp) 2473
Covered bases (bp) 2439
Mumber of Pools 2
Amplicons per Pool 24722 i 128
Amplicon Length
Reglon Ampdicon Gap

v Type Name Chr Start Stop #Amplicons
Coordinate MRAS QB... chri 115256535 1
Coordinate MRAS G1... chri 115258742 115258752 1
Coordinate PTEN R233 chrid BOT1TEET =1l I 1
Coordinate KRAS Q&... chri 25380272 25380282 1
Coordinate KRAS G1... chri2 25398278 25398288 1
Coordinate KRAS G1... chri2 25398279 25388289 1
v Gene 21
Coordinate 178038 178936087 1
Coordinate 178938088 178936094 1
Coordinate 178052080 172352000 1
Coordinate 55241580 55241761 3
Coordinate 55247302 55242533 2
Coordinate 55243861 55240108 3
Coordinate BE250387 55250502 3
Coordinate 55280433 55260560 2
Coordinate chr7 55288354 55286531 3
Coordinate BRAF VE... chr7 140453131 140453141 1
Coordinate BRAFLS... chr7 140453141 140453151 1

fiems per page

Submit Dasign

Total

Revisw Daslgn

& Downlos

Cowvered

10
0
0
10
0
0
1262
0
0
10

172
[

148
i@
205
187
0
0

Gat Pricing

98.55 %

Percentsge Coverage

# Modify Design

Get Pricing &

Results & Download Targets

Missed Coverage #Exons
0 = 0 -
0 = 0
0 = 0
0 = 0

-

1-20 of 20 itams

DTHA T
Coverage 98.55%

ToT)arE: 46

Pool#k:

TH A USERETIC
M- F-BFEIEE L £F1050

ITEFEA,

llumina



OX FEREMH (2452 T))

S— Li_brary PLUS
AmpliSeq Panel T HERIGH Panel 1 kit&H=Y DY > FILE
%27
AmpliSeq Custom DNA Panel for lllumina

750 (<96 amplicons)
(Webinar-cancer 2 pool design) 3000 (>96 amplicons)

FHBEETEDESIL. x2500DH/NNLy OTHL ERTE

2 1

HhensES 5542 204V FIVERREIZ | Yo TILHT=VY

DBEGXY MY | Offifs ()

AmpliSeq Custom DNA Panel for
20020495 [llumina 49,680 1 67
%46 7> 71)a > x 1,080M

AmpliSeq Library PLUS for Illlumina
(24 Reactions)

AmpliSeq CD Indexes Set A for
lllumina (96 Indexes, 96 Samples)

20019101 372,000 1 15,500

20019105 80,700 1 841
MiSeq Reagent Micro Kit v2
MS-103-1002 (300 Cycles) 78,700 1 3,280
Xt TILEHT- YUx2500TEHED & IRE

v FD#LE 581,080M
YT HT-Y Offtg (&%) 19,688 H



THA R EH

FIVCFLDTHA T

Coverage 98.55%., 7> 1) a > #: 46, Pool#k: 2
Yo TILHI-Y O (§F)

19,688 H

BEAEETRMLE-TY1 Y
(Stringency % highh 5 MediumIZZ )

Pool#iEmFH4 >

Webinar-cancer-M (146996) - Orderable

Select Assay Configure Design Manage Targets Submit Design Review Design Get Pricing
Review Design
Solution ID |AAT260_173 Max 175
98.55 %

Assay Version  AmpliSeq DNA Gene
Species  Homo sapiens (hg19)
ype regular Percentage Coverage

nlength 175

# Modify Design

Nui ools 2
Amplicons per Pool 24722 i 125
Amplicon Length

Get Pricing &

Webinar-cancer-P (146995) - Orderable Q Qﬂ o]
Selact Aznay Configure Design Manage Targsts Submit Deaign Raview Deslgn Gat Pricing
Review Design l
100 %

Solution ID LAAT259_168 Ma 175
Assay sion  AmpliSeg DNA Gene o .
cies  Homeo sapiens (hg19)
Sa pe Percentage Coverage
Sal ype regular . -
5 con Length 175

# Modify Design

gency  high
onz 47
(bp) 2475
(bp) 2475
ools 3 -
jcons per Pool 18/ 16713 i 125 IIE::!;:EEi::I::II

Amplicon Length

Coverage: 99.55% (H/\—ZFEmLET)
Amplicon#§: 46

Pool#§:2

HoTILHT-Y. 19,688 H

58 HAOERENEIHRICBRESNET . BHTOEARTEZEEA,

Coverage: 100% (A /3—Z=1&0)
Amplicon#§: 47 (2 X ~&n)

Pool#k: 3 (O X ~i&Ehn)

Yo H-Y. 27,439 (X ~#Em)
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61

NAZLINRIVERETRAA >S5 4 > —)LDesignStudioZx ALV T,
AmpliSeq h R Z L/INRILD AR R LSRR ILTH A AV E[RE

AmpliSeqA R A L/INRILERAWND Z LK Y., ZREETF2E. 13T
DSNPOREEE R A A >, Ry FRRY b (COSMIC) % &E. BIRD H
LEEENELLS =T RT BT EMNTREE

UCSC Genome Browser VA2 L2 &Y. REMIZT YA VDR
BREtERT H5EMNARE

DRBZALINRILDTHA ERET H=-0HI1Z1E. PrimerDERFFE M
(Stringency) DERETR. PoolZDIEMMAE R,

LALEMNS, #72—45y FOEMOOX MMEMOTA) Yy b H
HZEITEE

Coverageld & < £ThinsilicoL TO#HIE, EREIZPrimerlMT—o9 5%
MME— AL FNRIEDM SN EITEE

llumina



