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1. Choose Wizard
(O Standard

3 |j { -U:‘_ |<0) ‘E ?RT (j: [ 7 |<} R‘\/ |<] % ‘E The standard wizard takes you through the steps of creating a design. You simply define the target regions, set the probe selection parameters, and then submit the probe selection job to SureDesign.
. 1= Z JEa3
a
j:RL/ 35 o

The advanced wizard allows you to create a design composed of multiple probegroups. You can select new probes for defined target regions; you can upload probes that you have designed yourself; or you can include probegroups tha

Designs: In Progress

2. Choose Design or Probegroup

4. FHLSFETO-TIN-TogReE e

A design is a set of one or more probegroups that is manufactured as a single library for use in a SureSelect DNA or HaloPlex protocol.

{ ?‘-U:"r \/4/';5% ] %E}R LJ i a_ o (C) Create Probegroup

A probegroup is a set of probes that were selected as part of the same probe selection job or that were uploaded into SureDesign as part of the same text file. Probegroups cannot be manufactured without including them in a design.

iy — | (7) Create Combined Design
5 el T IVMIVES
. 1 } L [e] A combined design is the set of base and spike-in design which can be used to order as a single design in SureSelect DNA.
(C) Create OnsSeq Design
A OneSeq design is comprized of a set of CNV backbone plus a custom or catalog spike-in design.
() Create All-In-One Design

AN AllIn-One design is comprised of probes designed for specific types of mutations including SNV, gene level CNV, and translocation.
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SureSelect DNA (Advanced) Add/Review Content

Select Content Addition Method

(@ Select Optimized Probes

() Design new probes by tiling genes or regions

(") Upload probes

(") Select probes from an existing Design or Probegroup

Select all probes -

-0r-

() Finalize this design

Close Design Wizard Back Mext
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SureDesign Help - Select Optimized Probes
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Select Optimized Probes

' . Example
Tile Genes or Regions P

Upload Probes
Select Existing Probes

Finalize

\

SureSelect DNA Design

Name: Oncogene =- cytoband o 5 . E@]LJ\EEJZ%Q _0‘-\“J |\t§_5 GDD\%E}RLJ

Species: H. sapiens (hg19) . Clear 353_0
Category: SureSelect DNA —
Hybridization: 90 Minutes * Databases Regjgps-efirerest
Probes [+#] Refseq (@ Coding Exons AE ot £ > =
# Probes: NA [¢] Ensembl (O Coding Exons + UTRs 5UTR . 3'UTR 6. ZO ,JZ,E(DF'LﬁH’EtﬂUﬂ[EBEUC:\’—V

Size: B NA p\ CcCDS w Entire Transcribed Region j}\"jéb\ﬁ’:\uﬂ?bi?o

Price Tier: () NA

g \?Egiode Include Flanking Bases:
7] sNP 3:{10 |=| bps:/10 [ o bp 7. URN1ZDVYIULFET,
[v] CytoBand [] Allow Synonyms . = N
. X EZIEEOFHPC AN GFERE.
e e BIEKY [SureSelect DNA T FrhRY LT HA RT3

Cancel Back Next %’E’_—Féb\
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SureDesign Help - Select Optimized Probes

SureSelect DNA (Advanced) Add/Review Content Select Optimized Probes

Define Design o  Target Summary
Add/Review Content v » 13 Target IDs resolved to 13 targets comprising 206 regions.

Select Optimized Probes « 0 Target IDs were not found.

Tile Genes or Regions Target Details

Upload Probes View targets in UCSC
Select Existing Probes Target ID #Regions  Base Pairs Position
Finalize ARHGAPY 21 3013 chr12:57866290-57882414
C9ORF24 7 1124 chr9:34379064-34397641
CASK 29 3554 chrX:41379663-41782251
COL27A1 62 6913 chr9:116918221-117072985
CWH43 16 2424 chr4:48988437-49063917
SureSelect DNA Design ELL 13 2168 chr19:18555552-18632875 ) X
Name Oncogene FFAR3 1 1061 chr19:35849783-35850843 8. SRTENTTURBURAN)ZOUYILET
Species: H. sapiens (hg19 GART 2 3559 chr21:34876421-34911631 =rur=s — N
Cgmgor&‘ Surespe'eﬂ ([”3*‘\ ) ILTRL 11 2078 chr2:102954715-102968391 Eﬁm%ﬁ:(“iéﬁ_}h\ﬁﬁpﬁénig}
Hybridization: 90 Minutes IL23R 1 2193 chr1:67633794-67724821
Probes KRTAPS-7 1 518 chr11:71238337-71238854
gifgfbes ﬁi NKX2-6 7 946 chr8:23559954-23564121
Price Tier:(7)  NA OCIAD1 10 972 chr4:48833529-48862789
UCSC View Download
Cancel Back Next
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Help - Select Optimized Probes

SureDesign

SureSelect DNA (Advanced)

Define Design

Add/Review Content
Select Optimized Probes
Tile Genes or Regions
Upload Probes

Select Existing Probes

Finalize
SureSelect DNA Design
Name: Oncogene
Species: H. sapiens (hg19)
Category: SureSelect DNA
Hybridization 90 Minutes
Probes
# Probes: MNA
Size: NA

Price Tier:(7)  NA

UCSC View Download

Add/Review Content

Target Summary

» 13 Target IDgresolved to 13 targets comprising 206 regions.

« 0 Target IDs were not found.
Target Details

Target ID
ARHGAP9
C90RF24
CASK
COL27A1
CWH43
ELL
FFAR3
GART
ILTRLY
IL23R
KRTAPS5-7
NKX2-6
OCIADT

Select Optimized Probes

# Regions
21
7
29
62
16
13
1
22
11
i
2
10

Base Pairs
3013
1124
3554
6913
2424
2168
1061
3559
2078
2193
518
946
972

Position
chr12:57866290-57882414
chr9:34379064-34397641
chrX:41379663-41782251
chr9:116918221-117Q52985
chr4:489884 399063917
chr19#8555552-18632875
Thr19:35849783-35850843
chr21:34876421-34911631
chr2:102954715-102968391
chr1:67633794-67724821
chr11:71238337-71238854
chr8:23559954-23564121
chr4:48833529-48862789

View targets in UCSC

Cancel Back Next
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SureDesign Help - Select Optimized Probes
SureSelect DNA (Advanced) Add/Review Content Select Optimized Probes
Define Design \ * Probegroup Name: |Oncogene_1
Add/Review Content v
- Selection Parameters
Select Optimized Probes

Tile Genes or Regions

ting: | Optimized Performance XT HS/XT HS2/XT LI/QXT (Recommen: ded)
Upload Probes

Select Existing Probes
Finalize

(T=RF1>9] :

Cancel

Back Begin Probe Selection

Optimized performance XT / XT2 (Recommended)
COATZ AU, I\ ATVFILE—23>4914Th Overnight £/z( Not Specified (CERTE

SRTECNTUVWAISA(CHIAEBRIEET I,
COFITUX A, SureSelect XTRLUXT2I4 T SVARTORNIIND)\A TV E -2 3> A THFCRBILENTHO,
GCEBXROEREH (CHIHOTRERY T AN —1E) - ROFT TA%FEIRUET,

Optimized performance XT HS / XT HS2 / XT L1/ Q¥T (Recommended)
COATZ AU, I\ ATVFIAE -394 Th 90 3 ETz(3MNot specified [CERTESNTWRIBE(CFATIEETT , 2OTIL
JUX Al SureSelect XT HS. XT HS2. XT Low Jfput. BLU QXT SATSU—ARTONIIND)\ATVF(E-23>
ZHHUTEICRBEILENTED., GC EBXROAEHH (CHI>TERERY - A — e - ROFT TA2EIRUET,
No Boosting

COAT AU HEIRUIESE . GC UyFR grobe (3T 71> J&NEBA.
11. FRENMEDIES (TO-T&IROBEIE]1 20 ILET
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JO-J754 3 H2IEE ORI NDE T,
—— JO0-J57Y1 058 T 9%, SureDesign (C

SureDesign will now begin selecting probes. BERSNTUVBA=ITRLAIC A=V T TD
You can monitor the probe selection job from the ‘Designs: In ngugﬁb\‘ﬁ'ﬂgijo

Progress’ section on the Home page. ELRIDOA—)LT7 RL A TOSENNBERIBA(C
When complete, an email will be sent to (X, CCTAX=I7RLAZADUET,

Additional email addresses:

Use semicolon () to separate multiple email addresses

12. [OK)ZJ7UwILTZDI1> ROZEALE .

0K

PIBFDIEZ(E p.42 Stepd AXTOYDEN / R ZZ& T &0\,
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1. J>F7YOIENNT(E[Design new probes by tiling genes or regions] ZiERLET
2. [RNIRA>ZDIILET,

SureDesign Help - Add/Review Content

SureSelect DNA (Advanced) Add/Review Content
Define Design v Select Content Addition Method
» Add/Review Content () elect Optimized Probes
Select Optimized Probes I@- Design new probes by tiling genes or regions} I
Tile Genes or Regions (_) Upload probes
Upload Probes (O) Select probes from an existing Design or Probegroup
Select Existing Probes Select all probes -
Finalize
SureSelect DNA Design
Name: Oncogene
Species: H. sapiens (hg19)
Category: SureSelect DNA
Hybridization: 90 Minutes
Probes
# Probes: NA
Size: NA

Price Tier: () NA

UCSC View Download

Cancel Back Next
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Help - Tile Genes or Regions

\\“ el )— - D a . (=)
SureSelect DNA (Advanced) Add/Review Content Tile Genes or Regions / 3. %L;é_l\t:?_toéli%¥§f_é%%%?é? o
o - - C iz

tne esion v s AATBH. I~y NIRRT R
N (7o v e e i et NIP AV ETYTO— RS BHEEIR TS

» Tile Genes or Regions ig_o

Example

Upload Probes
Select Existing Probes @E(:E?ﬁlj}_@gg*ﬁﬁlﬁg(j:
Finalize 5001@1;{1:?3-0 5001@%&25%’é\
=Ty N UANUVIETF AN 71 ) %
7vIO0-RIDHENGHDET,
i 4. BBT-ARN-2mERLFET,
SureSelect DNA Design Enter cytoband
e e e 5. COEEET-TYNET ZONEERL
Category: SureSelect DNA ey gfg_o
Hybridization: 90 Minutes * Databases @===="Heuions of Interest
Probes RefSe (@ Coding Exons
zfrf}bes: m Ensenjm O C{ming Exons + UTRs 5UTR (/| 3 UTR o 6. %@%Eiﬁkd)ﬁﬁ{ﬁ\lj%tntLj‘}[ﬂﬂﬁb(:\:-\v
P'icé Ter@)  NA CCDs () Entire Transcribed Region ja:_\—’g_éb\%i_\}Rbgijo
Ezgiode Include Flanking Bases: @
¥ - 9 - p
SNP #:[10 [ to5:[10 ’ 7. [RAN)ZDUYIUET,
CytoBand |:| Allow Synonyms

e K EZIEEOFAP AN SEL.
AIE#R} [SureSelect DNA Fv I FvhAI LT HA ARETS ]

Cancel Back I Mext I :‘%—Fémo

UCSC View Download

: Agilent
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SureSelect DNA (Advanced) Add/Review Content Tile Genes or Regions
Define Design o " Targets:
Add/Review Content [ ARHGAPY " Upload '
e CO90RFZ4
Select Optimized Probes CASK
- : COL27A1 Example
» Tile Genes or Regions
CWH43
Upload Probes ELL
ot FFAR3
Select Existing Probes GART
Finalize ILTRL1
ILZ3R
KRTAPS-7
NEX2-6
0OClADT
SureSelect DNA Design

R

Name: Oncogene 8. ?rﬂbib\%Tbk’B [;K/\] 20 IUET,
Coogor:  SiraSeloct DA _ cear RTERMCLZY—FHBASNET.

Hybridization: a0 Minutes * Databases Regions of Interest
Probes RefSeq (@ Coding Exons
#_Dr::uhes: NA [] Ensembl (7) Coding Exons + UTRs 5'UTR 3'UTR
gu;-e e (D :i CCDS (") Entire Transcribed Region
i D Geneode Include Flanking Bases:

[] veca 7:[10 |v bp5:(10 |+ | bp
[ ] sNP
|:| CytoBand |:| Allow Synonyms

UCSC View Download

Cancel Back Mext
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9. [ROMDFLATULIEIHRSEINTNSS—

SureSelect DNA (Advanced) Add/Review Content Tile Genes or Regions 7“} h@ﬁﬁ&%‘: [9_7“J |\-Ij-7IJ] _CEE?E{L/ 8
Define Design Target Summary %E"J(:&\O) Target ID b\\ NOt Found _6%5

Add/Review Content v » 13 Target IDs resolved to 13 targets comprising 206 regions. b\%ﬁﬁgﬁbijo

Select Optimized Probes « (0 Target IDs were not found.
» Tile Genes or Regions Target Details @ 9_7‘\} |\h\ 5001@1;“*_'(@“(;\ [9_7\\/
Upload Probes View targets in UCSC |\§':‘|§,%H} } @@E(:g—b\'\\y I\—%b\\%z'_—\én
Select Existing Probes Target ID #Regions  Base Pairs Position \ 7 = [= AN f—
Finalize ARHGAP9 21 303 chr12:57866290-57882414 asg_b : 5001@%EZ5% = (iﬁméniﬁ

COORF24 7 1124 chr9:34379064-34397641 /\Jo [/5"7\/ 00— |\] 73\‘59 —7—\ Y |\'|%E$|§7a:’9'j)
CASK 29 3554 chrX:41379663-41782251 00— |\b\ rﬁljb\jr’:g—b‘-\y |\ |DJ %__’EEE?E\L/

COL27A1 62 6913 chr9:116918221-117072985
CWH42 16 2424 chr4:48988437-49063917 TRaL,
ELL 13 2168 chr19:18555552-1863
FFAR3 1 1061 chr19:35849783-85850843 — s
SureSelect DNA Desian GART 2 3559 chr21,34976421-34911631 NOLFOUI’]d (‘-73‘?_(('\?/9 gy HZ’L fthd
:ame: [;icogene IL1RLT 1 2078 7102954715-102968391 ZBINCEEIBRINELI DTS, [RR]T
. H. saplens (ng19) IL23R 1 2103 chr1-67633794-67724821 STOEEICED. UCSC Genome
Category: SureSelect DNA KRTAP5-7 1 51 chr11:71238337-71238854 Y .
Hybridization: 90 Minutes NKX2-6 2 46 chr8:23559954-23564121 Browser TH—FT&3 ID ((A—Tv &%
P;otjesb . OCIAD1 972 chr4:48833529-48862789 TELCHEY—FLTRE,
t FTODes:
Size: MNA

Price Tier:()  NA

10. 29-SyMIEDHD, BONDERATUR
EIRESENTA—S YN 0 (1215, (R
L AlROUWILEY.

uCsc View | | Downioad ./

Cancel Back Mext

21 G230519-2 2023 %2 B (SSHRILTYAARIEITIE (FRAZZANATS3>) ] For Research Use Only. Not for use in diagnostic procedures. ‘35 Agilent




2. YERR 5% : Step3-Method?2

FEOFIRTREETIR/VEGSF (JE-MEBOBITARE) ZEELLWVGS

SureDesign Help - Tile Genes or Regions

SureSelect DNA (Advanced) Add/Review Content Tile Genes or Regions

Define Design 4 * Probegroup Name: |Oncogene_1
Add/Review Content
Select Optimized Probes

Selection Parameters

» Tile Genes or Regions Density: | 2x | -
Upload Probes Masking: | Moderately Stringent | -
Select Existing Probes Boosting: [Optimized Performance XT HS/XT HS2/XT LI/QXT (Recommended) | +

Finalize
* Extension into Masked: [20

Cancel Back Begin Probe Selection

[(BE] (NAD) (T =ATF12Y] :
AlER} [SureSelect DNA #V?‘?WJX’S’ATD"( IREE] ZZE T AL,

[NATRIRADILER]
UE—MEZRE "2’'0—-T &L VEE" & J'0— 7035*50):‘# TY. TIAI KT, 20 bp

FTUE— MElFEA—/N—5vTLTWBTO-J(FEAIN. 21 bpA—~3vTLTWSTO-JEBRINE T
COEZKETRE, TO—TTHhIN—2N39—5y MMBZDENEREFENF I N, UE—MeFvTFvrIBUR
DEIEZ D180, 20D KERMBEISGGERTEURVCEZBENSDUE T,

11. FRENMEDSIEBS [TO-T#IRORIE) 2w ILFET
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2. YERR 5% : Step3-Method?2

FEOFIRTREETIR/VEGSF (JE-MEBOBITARE) ZEELLWVGS

TO-J7HA (30D IZE 0B HINDFT,

Motification

JO-J7H51>NE T3 %E. SureDesign (C

SureDesign will now begin selecting probes. BERSNTUVBA=ITRLAIC A=V T TD
You can monitor the probe selection job from the ‘Designs: In ngugﬁb\‘ﬁ'ﬂgijo

Progress’ section on the Home page. ELRIDOA—)LT7 RL A TOSENNBERIBA(C
When complete, an email will be sent to (. SCTA=ITRURAZAADULEYT,

Additional email addresses:

Use semicolon () to separate multiple email addresses

12. [OK)ZJ7UwILTZDI1> ROZEALE .

0K

PIBFDIEZ(E p.42 Stepd AXTOYDEN / R ZZ& T &0\,
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

ZOAVYRTIE LFOZD0RATYITI0-J1EHRZ7yI0—-RUE T,
Step3-1 Probe List ER
ATXEIDFTFAMER TIO-J DIEHRES AL I7A I ZVERRL. Zip EFMBLET .

Step3-2 FHF%ZiHEIT D
ERRUTEATXYIDTF X RD Zip 74 )% SureDesign (C7vJO—-RUET,
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

Step3-1 Probe List /ERK
NAA L\ Probe VAMDAERKICETZD. FrTFrahZRz T IFRVHIC, TERZERUTTI,

FERD Probe List DJA—YYNIRFOTVEFT, — #EL. Probe UAMDIA—IYET>TL—b ZIELZEL,
ERRQ FrIFrHAXN 5 Mb ZiBX35E. 5 Mb LTIV ESD T, BEOTO-I I —T =ML TS0,
FERG UE—MEFIZ ANBVTLIZE0,

FER® [EU genome fIE(CEFAIDStrand EIFTERETL TSN (+, - MEEZEEROTIZ2W)

FE =G Sequencing Technology (C&HNHOETZ Tiling Frequency (Density) ZEFEL TZE0L,
— f#E2. Tiling Frequency (Density) DIEE%ZELZE,

FREm® Capture Size
- —D® DesignDA—4"y MEBIIERETH 100 kb LA EICUTLZEL,
- Capture Size (SUTEEENERDET,
— #HE3. Capture Size DIEEZEZE0\,

IR M@ Boosting #EEZERAIZEV. — #E4. Boosting / Replication DIEEZZSZE &\,
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

21 Probe UANDIA—YNT>TL—K
4-Column, 6-Column, 8-Column WINHDTA—IYRTIERKL. .txt EULIE .tdt DTA—IYRDITXYIDFTFA MU TRFELT

Zip [E#MEL T<IEE 0L,

> 4-Column )L OB IBIREZEFR. HER/INEDBEHRTIEKR T D IA—YYRTT,
AIEBIHRHIESNBVNGEIERIBCENEREITN, T—IE8247(CT ) LA LD EBIRNMNERISZE(E
6-column HULLIZE 8-column JA—XYNE{EFRAUTT 2L,

» 6-Column Browser format T5 /LA LD E|EHRZECEFH I D IA—NYNTT,
» 8-Column BED format T4/ A LDfIEBERZECEH T D IA—YYINTT,
Browser format | Coordinates [ZERCES W]
chr18:48573391-48573510 Browser format & BED format (ZIEEDEZ A HERDET,
chr18:48573451-48573570 BICSRIIE+ v F UL BHA T, 6-column J4— Ty TTY
cree i J0-RI2h 8-column JA—IyR Ty FO—RFBZMELHT,
Bed format | Chr Start Stop Start DAIEN [1EE] ERDFIOT. TIEE FIL,
hrl8 48573390 48573510 _

gh:18 48573450 48573570 BED format / Browser format ODE-:F%HE“:D(/\_C(; p147€§ﬂ\7'\:'3\b
chr18 48573510 48573630 TReL,
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

» 4-Column TargetlD ProkeID  Seguence Heplication
ShADS Test 0001 TGATTT ASAASEEAAL,
ShADS Test 0002 GTAATGATGCCTGTC
ShADS Test 0003 GTGAAACATTTGEC Al
ShADS Test 0004 ATGAATTGGATTCTTS
ShADS Test 0005 GACACATGAAT ASATI
ShADd Test 0006 GTGATCTATGCCCGET

—k —k —k k& —k Lk

QTargetID B FRREDI-TYNBEHRZRT ID. 20 F LN TEEL TIZEW,

QProbelD 120 mer JO—-JOEH ID. 20XFUNTEEEL TZE0,

dSequence JO-JDIERAZS, 120XF TEL&iU. A/ C/ G/ T UNDOXXFFERULRNWTIZE,
OReplication THA > ORTREREDIR I HZIETELET . #EIRUVEREULRWVMEE 1 EANULET,

ANYS— (3 EEEDESDDIEZET AL TLIZE,
EE1 4-ColumnJA—XwhTrPvIO—RUIE ProbeGroup (C(3. bed J7A)UERENEFH A
BEAT(IC bed 7/ LA ERIZS (zt 6-Column HULIZ 8-Column JA—Xw NefE>TIZE0N,
EE2  4-Column OATSA>%EIRUIEIZE. SureDesign (& Capture Size (Mb) 25T E TEEEADT.
Capture Size Z5TEUTZEL,
Capture Size (Mb) = Nx 120/ T
N = 7vJ0-R3370-T DL,
T = tiling frequency ORIBEZER ; A—5YRIILAF Rz HN—-923T0-TEDFLT)
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

» 6-Column TargetlD ProkelD  Sequence Replication Strand Coordinates
o AL TestGoolur TGGATTT AL + chrl 8485733591 -48573510

1
o AL TestGoolur GT AATGA] 1 + chrl 8:485 73451 -48573570
SMAD4  TestBoolur GTGAAAC 1+ chrl B:48573511-48573630
o AL TestGoolur ATGAATTLE 1 + chrl 8:485 73571 -485 73650
SMAD4  TestBoolur GACACATI 1+ chrl B:48575023-48575142
o AL TestGoolur GTGATCT . 1 + chrl 8485750585 -485 75202
QTargetID B FEREDI-TYMEIRZRT 1D, 20FLIANTERTEL TLIEELN,
QProbelD 120 mer JO—-JOEBID, 20FEUANTHEL TLEE0,
QSequence JO-JDIEEALH, 120XFTie#kU. A/ C/ G/ THANOXXEIMERULRBRVTLZEW,
OReplication THA > ORTREREDIR I HZIETELET . #EIRUVEREULRWVMEE 1 EANULET,

QdStrand R ADUTLEEW,
‘+’ : sense strand JO—7J (anti-sense Z+vJFv)
‘. : anti-sense strand JO0—7 (sense strand Z3vJFv)
QCoordinates: JO-J 03B MiE%ZsE ALY . Capture Size DFTE(FERALEY,
1) chrl19:11392326-11391822

= AYA—(F EEEDEBDDIBET AL TZEL,
= 6-column OAT 3 EEIRUEISZS. SureDesign (& Capture Size (Mb) ZBE#ETEULEIN. 7vIO— ROBRICHE(CRBTI8H.
CBEBTH Capture Size Z5TEULTTFEL,
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

» 8-Column TargetlD ProbelD Seguence Replication Strand Chr Start Stop
= hAADE TestBoolur TGATTT AL 1+ chrl 8 48573390 45573510
o hAADE TestBoolur GTAATGAT 1+ chrl B 458573450 48573570
o hAADE TestBoolur GTEASAL 1+ chrl B 48573510 48573630
o hAADE TestBoolur ATGAATTL 1+ chrl B 48573570 485736590
ShaaDd TestGoolur GACACATL 1+ chrl 8 45575022 4585751472
o MADE TestBcolur GTGATCT . 1 + chrl G 43575082 43575202

QTargetID B FEREDI-TYMEIRZRT 1D, 20FLIANTERTEL TLEELN,

QProbelD 120 mer JO-JOEH ID. 20FNTHTEL TZE L,

QSequence JO-JDIEEALH, 120XFTie#kU. A/ C/ G/ THANOXXEIMERULRBRVTLZEW,

QReplication THA OO TRIEREDIRIHZIETELET . #EDIRUVERELRWMES 1 EASULET,

QsStrand ' ATICIZELN,

‘+’ : sense strand JO—7 (anti-sense ZFvJFv)

‘.’ : anti-sense strand JO—2J (sense strand Z¥+vJFv)
QChr: JO-JOREBHES (Capture SizeDFtECERALET)
Qstart: JO-JOREBADAI—MIE (Capture SizeDsTEIERLEY)
QStop: JTO-JORBADAMNITAIE (Capture SizeDFtEIfERALED)

= AYA—(F EEEDEBDDIBET AL TZEL,
= 8-columm DAT3>%EIRUIEIZEE. SureDesign (& Capture Size (Mb) ZEHEIETEULFIN, 7vITO— ROFRICHE(CRBTZ8H.
CBEBTH Capture Size Z5TEULTTFEL,
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2. YER% 5% : Step3-Method3

P ONI S BT 120 mer DISEEESIZREL LT O-T 1B#E7YvIO—RUT, THA>%Z2ER I 515

##E2 Tilining Frequency (Density)

1x tiling 2x tiling 3x tiling
overlap: 72U overlap: 60 bp overlap: 40 bp
| target reglon target regljion | target region
E— 1 — 1
: baits : : } baits : EEE— :
! — ! o —— !

XO—JoEROARVWES, B O—-J#T ¥ ixtilingdk DEF v+ TF RN ENNDIEH

=y M LDIEVWRIE TRE CTED. DefaultDEE L U CHERE, INLDHEL
75 bpA EORETHO Z ENVE. Density C (&7 T F v 3R
’ ?—:e(;s'&‘é’%bammo ’ fflllng Frequency (,Densny) 1 \
Coverage [cC5X57E&
Genome Biology 2009, 10:R116
4x tiling 5x tiling (doi:10.1186/gh-2009-10-10-r116)
overlap: 30 bp overlap: 24 bp 7 : i
: : target region | target region N ; 1
— 2 i
| E—— : — | g l 4
| —— I baits | ee—— I baits B i l | | !
E— | I E—— | S \ — |
1 E— I 1 E— | g —L [ ! !
I | - = | |
E— E— = ! H
.| [ |
| S I | |
— ‘ : I
i B A SR i
4X

1% 1.8% 2X ax
Probe tiling frequency
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

{23 Capture Size
Capture size (&. probe NH/\-F2MEIZH DT (X (Mb) ZZUET . Capture Size Z5TEUTZEL,
N x 120
T

sTHTI ; Capture Size(Mb)=

N = 7yJ0-RI2TO-T D, ‘
T = tiling frequency (BIIEZSHE ; 55y I AFREAN-FB3T0-THOFEH

4-Column JA—=XYNTHERRUTZIZ S £ (FIETEL TS,
6-Column. 8-Column JA—<YNCYERUIEIZE. SureDesign(FBEIETELFIN, 7vITO—- ROMRICHE(CRBIS. CEET
t Capture Size ZETBEULT T,

5E) Capture Size ©IO—-J#UCLOT Tierl~5 (XN, A8 HENDDFET,
- Tierl : 1 - 499 Kbp (60,500 JO—-JLLTFTHBL)

- Tier2 : 0.5 - 2.999 Mbp (121,000 JO-JBLFTHBIL)

Tier3 : 3.0 -5.999 Mbp (181,500 JO—-JLATFTHBL)

Tierd : 6.0 - 11.999 Mbp (242,000 JO-JLAFTHBTE)

Tier5 : 12.0 - 24 Mbp (363,000 JO-JBAFTHdIL)
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

f#E4 Boosting / Replication (CDWL\T

£5>TL— D Replicate #T(d. ProbeGroup RTOTO-J DFEDRUEIEZESTELET . #203EL (Boosting) JO-JTH'%
WEE. 2OTO-TDAEMTBRE FERDET . COEYBE%Z 1 (CUT. Stepd (k) TTEDEIREZITBIEHHEETT,

Optimized performance XT / XT2 (Reccomended)
CDATZAE, I\ ATVIALE—23>94ThH Overnight &/z(d Not Specified (CERESNTVBRIBE(CHIARIEETT ., COT
JIVAUZ AL, SureSelect XT BELU XT2 SATFVRARTONIINDIN\ATVFIA € -2 30 EEIHF CRBILENTHED. GC &
BEROLEHR DO TEERY - ADE—HE) - ROT TAEEIRLFT,

Optimized performance XT HS / XT HS2 / XT LI/ OQXT (Reccomended)
CDATIAE, )\ ATVIALE -394 Th'9073 F1z(d Not specified [CEEESNTWRIHE(CFIBTIEET I, COFILTUX
AlF. SureSelect XT HS. XT HS2. XT Low Input. &Y QXT SATSY—RARTORNIIL D)\ A TVFA L -3 3> 44T
UTHCRE(LENTHD. GC SBEXROEEH (CHIHOTRERY - A — e - ROFT TAZEIRLFT .

User Provided
7vJO—-RURUZRD Replication #29EHDICERTESINE T,
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2. YER% 5% : Step3-Method3

BN T120 mer DIEREEFERELRIO-J B#KE7YIO—-RUT, THA Z2ER T 2155
Step3-2 FFDEETE

1. SureDesign (COJ1>U. 7RI ZARATS 3> %EIRU T SureSelect 7H AERKI(CHEF
[(3>7>YoEM] T TO-J07yI0—R]Z&EIRULET
2. URANIRS> =TI ILET

SureSelect DNA (Advanced) Add/Review Content
Define Design vy Select Content Addition Method
» Add/Review Content () Select Optimized Probes
Select Optimized Probes () Design new probes by tiling genes or regions
Tile Genes or Regions I@ Upload probes I
Upload Probes () Select probes from an existing Design or Probegroup

Select Existing Probes Select all probes =

Finalize

SureSelect DNA Design
Name: Oncogene
Species: H. sapiens (hg19)
Category: SureSelect DNA
Hybridization: 90 Minutes
Probes
# Probes: NA
Size: NA

Price Tier:(7) ~ NA

UCSC View Download

Cancel Back I Next I
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2. YER% 5% : Step3-Method3

H5T120 mer OIEERFIZRELEIO-T RERE7YIO—RUT, T Z2EKR TS

3. [JO-J7)—-TJ&)z:s80. [T/l (SRBING>Z)UvIUT, Step3-1 TYERRULIZTO-TUAMNZED Zip TV EERULE T,

4. TO-JYZAMDEIA—IYNMIOVT, SBEHORASLUFFHHARHANBERSS. (72T - 045l -651-852 7))L TEHRAZZE T 0.

Probegroup Details

5. [FvTFvH4X)IC(ETO-T#%E Tiling Frequency hSEHUEFvIFv

* Probegroup Name: |Oncogene_1

YA REANLFT, |

SHE5EOZEM S [#E3. Capture Size ] #88BLTT AU\, pee
6. [(JO-JEFEIRMIITIEHFIO-JOFAIBEIRTSE BECTYTO— erovepammeres

REHD Probe 2505 E. [B— ProbelD (CDOWTHTLWYEHRZESIRX Capture Size: Mbp

asﬁ/\/o Probe Precedence: (@ Reuse Existing

(O) Overwrite

[ EZ22)m8IRT 2L, BECT7YIO—-REHFD Probe 250155, [F—
ProbelD OI&#kz<SE 7Y I0—-RIZIGIHRCESRZFI,

Boosting: | Optimized Performance XT HS/XT HS2/XT LI/QXT (Recommended) ‘ - |

7. [J-254>7] [#24 Boosting / Replication (CDWT | OR—S2SE
(C. WENRBOZEIRL TIEEW, 7yTO—RUIZI7A USRS
Replication Z#H 93155 [User Provided] Z:&UE 9,

8. [Upload Probes]z/7UvyIULET,

Cancel Back Upload Probes I
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2. YER% 5% : Step3-Method3

H73T120 mer DIEBEIIZRELLIO-T 1BHE7YIO—RUT. T 2RI D55

TO-J7HA (30D IZE 0B HINDFT,

Motification

JO-J7H51>NE T3 %E. SureDesign (C

SureDesign will now begin selecting probes. BERSNTOBRA=ITRLAIC X=ILTFTTD
You can monitor the probe selection job from the ‘Designs: In ngugﬁb\‘ﬁ'ﬂgijo
Progress' section on the Home page.

BUBIDA=LT RUATORENERIZE(C
When complete, an email will be sent to - (F. CCTA=NTRLUAZADUET,

Additional email addresses:

Use semicolon () to separate multiple email addresses

9. [OK]ZJUwILTZDD1>ROZEAUET

0K

PIBFDIEZ(E p.42 Stepd AXTOYDEN / R ZZ& T &0\,
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2. YER% 534 : Step3-Method4

BHEDFYAVICEENTNBTO—T D5, FAICHETO—T BHBUTHUL T EFR T3
Ba

ZOXVYRTIE, 7ELZOAIOTTHA > FIEBECHRY MERL THdT I 0T0-J I -TRECEFNS. BiF070-Th
5—Etb L TCIRLWLWIO-JJ) - JELUTRIFLET.

[TERCIEE W]

S IEEUEIBIZEOT YA I mhbsEFNAVTO—-J (3 TEFEA
TCERBTHAIUN, BN THACEZMEZRU T TS,
f51) Human All Exon (C&FN2J0-THh5. 41> NP UTRZF v I Fv 92 70— T2t 9 3L (FHERFE A

O XAF IV ITO-TEEREDEHZFHTE T DEFHREEA.

COATZATIEIFOTO-INSRMHICESEDZIRELE T DH THD. TO—THETOFMZ2Z X VG E(EXVY R2DFNETHTARIC
an-I-a_é’«Z\gb\%DaEg—

¢ COIBIFEOT YA INSZEATH OIS Design ([CEHEIRICFRDEREADTECERVZIN, H5HUsHp7 O FFHIEIR] [(+—T—F]
DIER(CASIIZEN,
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2. YER% 534 : Step3-Method4

WL BEOTFHAUICEENTNSTO-T D5, RAHTEORTO-T &ML THLL T Y- &l T
28

1. [A>F2VEMXAVYROER] TE, [BEHFOTHA>EETO-T7I—ThsT0—-J7&IR] 2ERL THIZEL,

SureDesign Al bome Find reate

Designs Designs

Create Designs SureSelect DNA

P RINOZRA TS #BAEUIBRC, [ CT A = ER L THhS
ZOHR(CTO-JVIN—-T%=VERT 270-] Z&ERUEIBA.

O standard

CCT [IRTOIO-T%ER] & FEDELFEETERADT
The standard wizard takes you through the steps of creating a design. You simply define the target regions, set the probe selection parameters, and then submit the probe selection job to SureDesign. (—(— JQ N, E JE E (S T-L N7

@ Advanced

J7z#ER]. [JO-7 ID [CLZBIR) ZBACEN R ETH
The advanced wizard allows you fo create a design composed of multiple probegroups. You can select new probes for defined target regions; you can upload probes that you have designed yourself, or you can include probegroups tha D b AY D I D (&5 i 5 b JQIS\(— i AY

= . CRYY N ~ =N o S Y

B L, =M TO-JJI)I-T=ERMUTHSTH A > 21ERk 9 30— ZiE
Chozse Do [Ex#)(cJ0 TN\bTY14> O 1B
‘A design is a set of one or more probegroups that is manufactured as a single library for use in a SureSelect DNA or HaloPlex protocol.

SPEAN = M\ o 2 NI
IRUEZE. (BEDBEFFEEgADTO-Jz2:&R] &
o o \ o I~
Create Probegroup
A probegroup is a set of probes that were selected as part of the same probe selection job or that were uploaded into SureDesign as part of the same text file. Probegroups cannot be manufactured without including them in a design — \ } l/g X —_— ( n ig‘
O0—7 ID (CLBEIR]IDHINTINAIIAZ1—(C o
Create Combined Design

A combined design s the Set of base and spike-in design which can be used to order as a single design in SureSelect DNA.

r FHAAERBERUES N\~ JO-JU0—TVepa#RUISS

Select Content Addition Method

Select Content Addition Method

() Select Optimized Probes

(") Design new prabes by tiling genes or regions

() Upload probes

(@ Select probes from an existing Design or Probegroup

() Select Optimized Probes

() Design new probes by tiling genes or regions

() Upload probes

(® Select probes from an existing Design or Probegroup

Select all probes - Select probes for specific genes or regions -

Select all probes Select probes for specific genes or regions
Select probes for specific genes or regions Select probes by probe ID
Select probes by probe ID

. J . J

2. [RA] R7>z00vI0 TLIZE0N,

Cancel Back Next
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BFEOTYAUICEFNTVRIO-I 5, KA I O—-T MU THRLUVWT 1> Z2ER IS

=AN
i’/ZJ_I:I

AVYYR 4

3. JO-J#%MEBIBeR3THAFFTO0-TIIN—T%IBELET . THAOANSME T 2I5EE [TH1>] =, JO-JJI—-TAHNSHE 3515
BlF [TO-J9)—7) Z&RUTFEL\. Human All Exon &€, 7L > hoha09 751 s T0—- Iz UiEWEEaE [(TH1>] Z&IRUET,

SureDesign Help - Select Probe Source
. g =HAS, |hVR 4]
SureSelect DNA (Advanced) Select Existing Probes Select Probe Source t\@rﬂ%f@j'ﬂ’(./ 1n ‘_375:;@/"
IZh @15k Design (CEEND
Define Design v ® Design () Probegroup ?"J(Lﬁ%bit}/\m R
SCERVZIZSN, &5h U8 p7
Add/Review Content 4 * Workspace: | Agilent Catalog ‘ - * Folder: |Agilent Catalog _ . .
O FFHIER] [(+—D—-Rl0lA
Select Optimized Probes My Workgroup B(C A DR
Tile Genes or Regions Agilent Catalog - - °
Probe Source
Upload Probes Filter
» Select Existing Probes . . .
Final Design ID Name Species Creation Date v  Created By
inalize
[ s33699751 SureSelectXT HS Human All Exo H. sapiens (hg19) 18-0ct-2021 Agilent Technologies —
[ 833613271 SureSelectXT HS Human All Exo H. sapiens (hg19) 30-Aug-2021 Agilent Technologies

[ Ne33266436 SureSelectXT Human All Exon Vi H. sapiens (hg19) 01-Feb-2021 Agilent Technologies

Cancel Back Next

4. [D—-DAR=2] T $MHEFBnEBET I S FRIO- TV - ThFEI SIBAEEELET . Human All
MJO-J%IMEUEWES(E [D—9ZAR-Z] OTNWAII> TR (720> MaA0T] Z&ERUTTF S0 BUH]
BERINAT=9II—-T) Z8RU. THAFETOT TN —ThMEE T2 TANAEIETELT TS,

nRE 7L RORIOTTHA>
BRUTZN RS LT YA > hhaiti LTz

5. JLERBTHAIFBIO-TIIN-THRREINB. LERIMBEOF VIR IRICFIvIZ AN URAN] Z20WWILET
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2. YER% 534 : Step3-Method4

BFEOTYAUICEFNTVRIO-I 5, KA I O—-T MU THRLUVWT 1> Z2ER IS

AN
=

AVYYR 4

6. Y—TYMBHRZANILET, 3K IFEREAVYR 2LFHRTT

SureDesign Help - Select probes for specific genes or regions

SureSelect DNA (Advanced) Select Existing Probes Select probes for specific genes or regions
Define Design
Add/Review Content = Upload
Select Optimized Probes
. ) ek Example
Tile Genes or Regions d probe source
Upload Probes 359
» Select Existing Probes ENSTO0000342988
CCDS11950
Finalize 4089
SC br BED coordinates
73407-48573675
SureSelect DNA Design
Name: Oncogene ' , ! P,
Species: H. sapiens (hg19) - ) o B Gl
Category: SureSelect DNA e M ear
Hybridization: 90 Minutes * Databases Regions of Interest
Probes [] RefSeq (@ Coding Exons
# Probes: NA [+] Ensembl () Coding Exons + UTRs SUTR . 3UTR
2':; Tier:@ Ei |7 ccDs (7) Entire Transcribed Region
G d
[4] Gencode Include Flanking Bases:
[+/] veca ‘ .
3 :|‘|l] | - | bp5:|‘|0 ‘ v | bp
[+ sNP
[+] cytoBand [ ] Allow Synonyms
UCSC View Download
Cancel Back Next

39 (G230519-2 202342 A (SSHRALTHAARETE FRCZMTIAY) ]
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W BEOTHAUICEENTIETO-T 5. RAEICERTO-T RMEL THULT T AR TS
28

CER]  Y-Yyb—FHER(S SureDesign OF LT —IR-ATOY—FRERZRLTVET.
BIRUIETHA128ULT0-T 7 —THRTHI-Sy bR ON O EVSERTRHDFEA,

SureDesign Help - Select probes for specific genes or regions

SureSelect DNA (Advanced) Select Existing Probes Select probes for specific genes or regior's

Zz::: szsigz re : Probegroup Name |[Oncogene_1 LZ‘@L?U:’( \/%g Ij >D - |<

eview Conten -~

Select Optimized Probes Target Summary LJ_C Y Re pOI’t.tXt j)_”f) l/b\b
Tile Genes or Regions » 13 Target IDs resolved to 13 targets comprising 206 regions. %9 _b\'\\y |\0)jJ} (\ I/\\J§%

« 0 Target IDs were not found.

Upload Probes EEEELJT(E&L\O

» Select Existing Probes Target Details

Finalize View targets in UCSC
Target ID #Regions  Base Pairs Position
ARHGAPY 21 3013 chr12:57866290-57882414
COORF24 7 1124 chr9:34379064-34397641
CASK 29 3554 chrX:41379663-41782251
SureSelect DNA Design COL27A1 62 6913 chr9:116918221-117072985
Name: Oncogene CWH43 16 2424 chr4:48988437-49063917
Species: H. sapiens (hg19) ELL 13 2168 chr19:18555552-18632875
Category: Sureselect DNA FFAR3 1 1061 hr19:35849783-35850843
Hybridization: 90 Minutes et )
GART 22 3559 chr21:34876421-34911631
Probes
P NA ILTRLT 1 2078 chr2:102954715-102968391
Size: NA IL23R 1 2193 chr1:67633794-67724821
Price Tier:(7)  NA KRTAPS-7 1 518 chr11:71238337-71238854
NKX2-6 2 946 chr8:23559954-23564121
OCIAD1 10 972 chr4:48833529-48862789

UCSC View Download

Cancel Back Next
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WL BEOTFHAUICEENTNSTO-T D5, RAHTEORTO-T &ML THLL T Y- &l T
28

JO-J754 3 H2IEE ORI NDE T,
— JO0-J57Y1 058 T 9%, SureDesign (C

SureDesign will now begin selecting probes. BERSNTOBRA=ITRLAIC X=ILTFTTD
You can monitor the probe selection job from the ‘Designs: In ngugﬁb\‘ﬁ'ﬂgig-o

Progress’ section on the Home page. ELRIDOA—)LT7 RL A TOSENNBERIBA(C
When complete, an email will be sent to -~ (. SCTA=ITRURAZAADULEYT,

Additional email addresses:

Use semicolon () to separate multiple email addresses

7. [OK]Z7UyILTZDD1> ROZEAUE T,

0K

PIBFDIEZ(E p.42 Stepd AXTOYDEN / R ZZ& T &0\,
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Step4 I>7YDIENN | HEER
1. FO-TEREEOXvE—STIOKIZIUIURE, [>T YmiEn / R EE N ERaNEs.

SureSelect DNA (Advanced) Add/Review Content

Define Design v Select Content Addition Method
* Add/Review Content (@ Select Optimized Probes
Select Optimized Probes () Design new probes by tiling genes or regions
Tile Genes or Regions () Upload probes
Upload Probes () Select probes from an existing Design or Probegroup
Select Existing Probes Select all probes -
Finalize
. Or .

") Finalize this design

SureSelect DNA Design Probegroup Summary z
Name: Oncogene . N . .
Species H. sapiens (hg19) Name #Targets  TargetSize  # Probes Probe Size Replicate Count  Actions
Category: SureSelect DNA Oncogene_1 Processing
Hybridization: 90 Minutes

Probes
# Probes: MNA
Size: NA

Price Tier:(7)  NA

UCSC View Download

\ . Close Design Wizard J Back J§ Next .
TS BEOTYH Y, TO-TIN-ThBETO0-THERUESE,
WHITHAL2 20— RUT, BT DALy S EFRL TTZE W,
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Download Help - Download &

Name: Oncogene
Species: H. sapiens (hg19)

Please select files to download.

) Oncogene
= Oncogene_1
Oncogene_1_AllTracks.bed
Oncogene_1_Covered.bed
Oncogene_1_Regions.bed

|v¥| Oncogene_1_Report.txt
Oncogene_1_Targets.txt

Download

Step3 TENIU ProbeGroup CEICIBERNFEHSNTVET,
% ProbeGroup M XXX_Report.txt ZHEE2LUET
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Stepd BA-TYvMHINLySDOMESR (Report.txtI71)L)

CCTRENS "0 Target IDs were not found”(d. SureDesign 5°J AT —AN=ADY—FHER T,

44

G230519-2 2023 &2 A

# Target Summary

90 Target |Ds resolved to 90 targets comprising 1804 regions.
0 Target IDs were not found.

Region Size: 299.272 kbp

# Probe Summary

Total Probes: 3120

Total Probes Size: 157.069 kbp

Recommended Minimum Sequencing per Sample: 31.413 Mbp

# Target Parameters

Databases: RefSeq, Ensembl, CCDS, Gencode, VEGA, SNP, CytoBand
Region: Coding Exons

Region Extension: 10 bases from 3' end and 10 bases from 5' end.
Allow Synonyms: No

# Target and Probe Details

TargetID: The identifier entered in the Targets list.

Interval: The genomic interval of the target.

Regions: The number of regions within this target.

Size: The total size (in base pairs) of the regions.
Database(s): The databases in which this target was found.

HighCoverage: Number of regions with overlap »= 90%.
LowCoverage: Number of regions with overlap < 90%

HoH B OB O E OB B

TargetlD Interval Regions Size Databases Coverage HighCover LowCoverage

Al1BG chr19:588! 8 1860 Gencode, | 0 0 8
AI1CF chr10:525¢ 12 2159 Gencode, | 0 0 12
A2M chr12:922( 36 5191 Gencode, | 100 36 0
ATINAL A ~he1.0071 e 1= CANN CAmecada | n n e I

Coverage: Bases overlapped by probes (extended +/- 100 bp) to represent likely capture.

[SSHARALTHAARETTE TR AMTSY) ]

2. YERR 757 © Step4

EROZA—5w DA LwS (4. Report.txt D Coverage DIEET
CHEERCIZE L 0 BUKIHMEV AN LY S DI -TYNEBT YA I ETT,

TargetID Interval

AlBG chr19:588!
A1CF chr10:525¢
A2ML1 chr12:897!
A3GALT2 chrl:3377.
A4GALT  chr22:430¢
A4GNT  chr3:1378¢
AACS chr12:125!
AADAC chr3:1515:
AADACL2 chr3:1514!
AADACL3 chr1:1277¢
AADACL4 chr1:1270:
AADAT chr4:1709¢
AAED1 chr9:9940:
AAK1 chr2:6968:
AAMDC  chr11:775!
AAMP chr2:2191:
AANAT chrl7:744¢
AAR2 chr20:348:
AARD chr8:1179!
AARSD1 chrl7:411(
AASDH chr4:5720:
AASDHPPT chr11:105¢
AATF chr17:353(
AATK chrl7:790¢
ABCA10 chrl7:671¢
ABCA11P chr4:4295¢
ABCA13 chr7:4821:

Regions
8
12
36

18

B ]

14

22

11

w

20
14

12
15
40

63

For Research Use Only. Not for use in diagnostic procedures.

Databases Coverage HighCover LowCover:

1860 Gencode, |
2159 Gencode, |
5109 Gencode, |
1123 RefSeq
1357 Gencode, |
1063 Gencode, |
2379 Gencode, |
1312 Gencode, |
1306 Gencode, |
1137 Gencode, |
1304 Gencode, |
1610 Gencode, |
801 RefSeq
3490 Gencode, |
429 RefSeq
1598 Gencode, |
839 Gencode, |
1215 RefSeq
508 RefSeq
2448 Gencode, |
3615 Gencode, |
1050 Gencode, |
1923 Gencode, |
4472 Gencode, |
5640 Gencode, |
3167 Gencode
16531 Gencode, |

0

O OO 0O O0OO0OO0OO0O0 00000000000 O0OOoOOoOOoOoo

0

O O OO O0OO0OO0OO0 0000000000000 OoOOoOOoO oo

8
12
36

18

S

14

22

11

w

20
14

12
15
40

63




2. YERR 757 © Step4

Step4 I>7YDIENN | HEEE

2. &5(CTO0-TIN—-T0ENELUZWVEE(E. Step3 ([CRYTAEYIRI>DTOVIBIXYY REIEIRL, JO-JiEIREzNE
REEEEDIRUET,

SureDesign Help - Add/Review Content

SureSelect DNA (Advanced) Add/Review Content

Define Design v Select Content Addition Method
Add/Review Content (@) |Select Optimized Probes

Select Optimized Probes (") [Design new probes by tiling genes or regions

Tile Genes or Regions (O |Upload probes

Upload Probes (") ISelect probes from an existing Design or Probegroup

Select Existing Probes Select all probes =
Finalize

-Or-

() Finalize this design

SureSelect DNA Design Probegroup Summary z
Name: Oncogene
Species: H sagiens (hg19) Name #Targets  TargetSize ~ #Probes  ProbeSize  Replicate Count  Actions :
Category: SureSelect DNA Oncogene_1 Processing
Hybridization: 90 Minutes

Probes
# Probes: NA
Size: NA
Price Tier:(7)  NA

UCSC View Download
Close Design Wizard Back Next
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Step4 I>7YDIENN | HEEE

2. YERR 757 © Step4

3. 2J0-JI)—-TJOVE—-NE#=ZEURWMEE. [VE—NaIZ]0OEE%. 1 H5 1,000 FCOHFETEETCETET,

JE—REEzRET DL TDTO-TIN—TDFvIFr34TSUATOHEITEENS

BOFI, JO-JJIN—-TAHT

NEITO-JDETEE(E. T-AT74>7 (p.29 & 4 &18) (Lo TRFH>THN., COVE-MEIFR] TlE. JO-T5

W=T2RDITV > REEZZEZBEICIRDET , YE— NI ZIEPLL IEBE, Y-5y A XN EIL TET0-TJ%

w0 LRZBRIZENHDEIDT, CEE TN,

Probegroup Summary z
Name # Targets Target Size # Probes Probe Size Replicate Count Actions
142.226 kbp 3411 160.806 kbp | 1 Remove | Modify
260 bp 5 420 bp 1 Remove | Modify
J-274 }?‘(:&a(?ﬁ%&afc\ \ EARNRT YA AN TOEMEE
£JI0-JUIN—-TARTOZIT0-J0 —
RS EE HAILTYHAL>
C 20-J9)0V-1 A 20-J9)\V-1
Probe 1: A EE1 EREE T (VE— ME#) %58 E Probe 1: HHXJiRE1
Probe 2: #H3iEE1 ~ ~ Probe 2: fHXJiRE1
| Probe 3 fHXRES | JO=II=T1 ! Probe 3: HESHEEES
e - N\ JO0-J9)W-72 10 o“ ]
20-79)0—772 2’0-79)W—772
Probe 5: fBXHE2E2 Probe 5: fBXEE 20
Probe 6: 1BXE2E1 Probe 6: fBX/EE 10
Probe 7: tHXHEE1 Probe 7: fBX/EE 10

46  G230519-2 20232 A (SSHRALTHAARESSE (PRI ZMATS3>) ] For Research Use Only. Not for use in diagnostic procedures.

ANk i

Agilent



2. YERR 757 © Step4

Step4 I>7YDIENN | HEEE
4. BEMRTURS, BEARICERSNST YA EROYTUERRUET,

SureDesign Help - Add/Review Content
SureSelect DNA (Advanced) Add/Review Content
Define Design v Select Content Addition Method

» Add/Review Content
Select Optimized Probes

COBEETIO0-ITH1 > OERNIERZEZELED .
® SureSelect 7H1(>

Za1: THL

£YIFE - EYFE

Tile Genes or Regions
Upload Probes
Select Existing Probes

Finalize

Price Tiers:
@ 5—4"y MElE, .
A N A . s Tier 1:1-499 kbp (up to 60,500 probes)
FEEE?& : /;7—“0'\y I\O)gﬁiékd)’;';ﬁ . » Tier2:0.5-2.999 Mbp (up to 121,000 probes)
( N BAX A=y NEEO =SB X « Tier 3:3.0- 5.999 Mbp (up to 181,500 probes)
SureSelect DNA Design I « Tier 4: 6.0 - 11.999 Mbp (up to 242,000 probes)
'S";e”;fes H. saplens (hg38) 1l e 7°EI—7\\ » Tier 5:12.0 - 24 Mbp (up to 363,000 probes)
e a0 DA .70 —\7%55( i —JY I\(ZS(\]‘UC-_;“D\“"{ >anEIJO-J 0% ‘
Probes H4X . FHYA “/éﬂkj’lil—jb‘b} (=9 3EEHD )P X
{ Probes o MAEDIEE: Y41 >ENEHRY LTy hofiitgs
Price Tier: () Tier 1
WLy 9=5ybh055, 1DB EOJTO-TTHN-SNZ@EloE S ‘
EKRRICS—T> &N 258E#EEL. JO—J O 100 bp ZILEULICHA XZHE(C
STEEINTVLETD,
L _ UCSC View J | Download _

Close Design Wizard Back Next

"% Agilent
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Step4 1>7>YDIENN | hER
5. [9950- RIRS> IS 8L, TO—TIN—TEOBRESALITANNI IS0 KTEET.

Download Help - Download &

Name: Oncogene
Species: H. sapiens (hg19)

Please select files to download.

= Oncogene
= Oncogene_1
Oncogene_1_AllTracks.bed
Oncogene_1_Covered.bed
Oncogene_1_Regions.bed
Oncogene_1_Report.txt
Oncogene_1_Targets.txt

Download

48  (G230519-2 202342 H (SSHAALTHAARVES R (FRIVAMTSa>) 1 For Research Use Only. Not for use in diagnostic procedures. -3 Rgilent
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Step4 127 YDIENN | HEER
A2 O—-RTEZT71IUE 5 BEHDET,

<ProbeGroup#>_ AllTracks.bed <ProbeGroup#>_ Covered.bed

<ProbeGroup4>_Report.txt

track nam_k ="120918_ChihoTestUpload" descriptiot

track nam_k ="120918_ChihoTestUpload" descriptior

chrl 1385047 1385437 ATAD3C chr1 1385047 1385437 ATAD3C “HFile Sumnary
chrl 1385712 1386432 ATAD3C chrl 1385712 1386432 ATAD3C lFl le Type: SureSelect Deswgn Repu rt
rhrl 12870724 12R2NAA ATANZIC rhrl 1287024 1228NMAA ATANZC n. o [ LA PO | —

ProbeGroup ([CEEN3
Probe., #—45wh, 45T TSR

ProbeGroup ([CEFEN3
Probe @ bed J71 )l

ProbeGroup (Laiﬂé
Probe group. JO—-J%K.

= /5 chrl 1395746 1396586 ATAD3C 0 N =
DOFAIED bed T71 ) el La9vds 1396580 ATADIC Capture Size REYYYU—%ZEC
chrl 1399590 1399860 ATAD3C chri 1399590 1399860 ATAD3C i‘ﬁﬁ b 7-_ j)—, ,r ) l/
chrl 1401218 1401338 ATAD3C chri 1401218 1401338 ATAD3C S
chr1 1402247 1404377 ATAD3C chri 1402247 1404377 ATAD3C
chrl 1407055 1407325 ATAD3C, ATAD3B chrl 1407055 1407325 ATAD3C, ATAD3B # Probegroup Summary
chrl 1407360 1407480 ATAD3C, ATAD3E chrl 1407360 1407480 ATAD3C, ATAD3B Humbar of Probezroups: |
chri 1407493 1408213 ATAD3C, ATAD3B chrl 1407493 1408213 ATAD3C, ATAD3B Probesrourl : 4colunle load
chrl 1409171 1409441 ATAD3C, ATAD3B chrl 1409171 1409441 ATAD3C, ATAD3B # Probe Sumary
chrl 1410164 1411904 ATAD3C, ATAD3B chri 1410164 1411904 ATAD3C, ATAD3B Total Probes: 2764
chr1 1412590 1413070 ATAD3C, ATAD3B chri 1412590 1413070 ATAD3C, ATAD3B Total Probes Size: 70.000 kbp
chrl 1413650 1414670 ATAD3C, ATAD3B chrl 1413650 1414670 ATAD3C, ATAD3B Recommended Minimum Sewuencing per Sample: 7.000 Mbe

<ProbeGroup#>_ Regions.bed

track nam_!a:"lZOBIS_ChihoTestUpload" descriptiot
chrl 1385047 1385437 ATAD3C

<ProbeGroup#>_ Targets.txt

# File Type: Input Targets File

chri 1385712 1386432 ATAD3C # Timestamp: 12-Mar—2013
chri 1387024 1388044 ATAD3C # User: test@agilent.com
chrl 1388212 1388602 ATAD3C # Mrastad Fu SirmeSala st DA P

ProbeGroup (CE&FN 39— JO-TJaEt RIS~
Ty D bed J71) TYyRDOUR K

DL
chri 1399590 1399860 ATAD3C DIMALD
chri 1401218 1401338 ATAD3C

chri 1402247 1404377 ATAD3C GMPPB
chri 1407055 1407325 ATAD3C, ATAD3B FANXI
chri 1407360 1407480 ATAD3C, ATAD3B MUDOT 6
chri 1407493 1408213 ATAD3C, ATAD3B F=l

chri 1409171 1409441 ATAD3C, ATAD3B

chrl 1410164 1411904 ATAD3C, ATAD3B STes1AZ
chri 1412590 1413070 ATAD3C, ATAD3B czCDZL
chri 1413650 1414670 ATAD3C, ATAD3B IR 308
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Step4 127 YDIENN | HEER
BED J71 )% UCSC Genome Browser [CHAALNYIELTA O M—RT 2L LT OEHRZ REENERET,

) ] Zcale =1 IHIE?S: : hgig
Regions chri7: 41,197, 708| 41,197, 750] 41,197, 808]
] ) A2ilent TargetEneichment - Test-ProbeFU_1 - Target regions of interest 2i4wen as input o probe selection
Covered Target Regions
] Coverad A2 l1ent TargetEnerichment - Test-ProbeFlU_1 - Genomic redions over lapped by probes
Missed Regions ] T fgilent TargerEnesichment - Test-ProbePU_l - Targer regions of (NTErest Thart will not be seguenced
1=5

- Target Regions  : BRIOY—4w hMElE LT SureDesign (CA>JwhUIctEI (BRET TERNOILIEIRLED)
- Covered Regions : i%5TTH/\—&NfrElE,

- Missed Regions  : 5%5T CS/HDIC region

50 G230519-2 20232 A (SSHRALTHAARESSE (PRI ZMATS3>) ] For Research Use Only. Not for use in diagnostic procedures.



N —SN 2. YERXJ37% @ Step4d
Step4 127 YDIENN | HEER :
6. [UCSC View]%2Uy/93L, UCSC Genome Browser (. THAORBHNRARSNEIIIR-SHEEEET,

SureDesign Help - Add/Review Content

SureSelect DNA (Advanced) Add/Review Content

Define Design v Select Content Addition Method

Add/Review Content

Select Optimized Probes UCSC Genome Browser on Human (GRCh37/hg19)

move | <=<= <= < = == === zoomin| 15x 3x 10x base zoomout| 15x 3x 10x 100x
Tile Genes or Regions

Upload Probes multi-region | chr12:57,866,038-57,873,633 7,596 bp. |gene; chromosome range, or other position, see examples | go | examples
Select Existing Probes chriz (@13.3) | & [EE X B | g2l 40 BB BB B2z EE 1 B ‘
Finalize ; ;
Scale 2 kbj | hg19
o chri2: 57,867,000 57,868,000 57,869,000| 57,870,000| 57,871,000| 57,872,000| 57,873,000|
Agilent SureSelect DNA - Oncogene - Genomic ?ions overlapped by probes
g Covered  HH | h AN N [} Hm ﬂ Il N N

Reference Assembly Fix Patch Sequence Alignments
_ Reference Assembly Alternate Haplotype Sequence Alignments

i UCSC Genes (RefSeq, GenBank, CCDS, Rfam, tRNAs & Comparative Genomics)
SureSelect DNA Design GLI1 KY ARHGAP? B 1B N33 l B i | I | IeE,,

Name: Oncogenfe GLI1 KK ARHGAP: sl — ] s =
Species: H. sapigns (hg19) GLI1 KK |
Category: SureSglect DNA ig:giﬁg —_ ............ i _____ W m
Hybridization: - 90 Mfhutes ARHGAPO melll————— BB e -
Probes ARHGAPS M- 5113 BN 58010 EE T

spobes 10 A AP [ — S B i EEiEiiia. — I o

o ARHGAPS Ml << UL DR B DI DB X DF B B B0 e,
AR datab D RefSeq genes from NCBI
Price Tier: () /Tier 1 RefSeq Curated muill 5 eq - =

N Publications: Sequences in Scientific Articles
Sequences | F 1
SNPs

UCSC View Download

Close Design Wizard Back Next
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Step4 I>7YDIENN | HEEE

7. FHEETO-T I - TEENLBREE. MR (ZE) 27Uy TIO-T I -TOMR:- EE%

Select Content Addition Method

MHRET,

(@ Select Optimized Probes

(7) Design new probes by tiling genes or regions

() Upload probes

(O) Select probes from an existing Design or Probegroup

Select all probes -

-0r-

() Finalize this design

Probegroup Summary

Prabe Size
41.004 kbp

1110

Target Size
30.523 kbp

# Targets
Oncogene_1 206

(HIBR]ZOUWId 3L, FactERBIEMIRNE T,
(W] =TI BE, COTHAONSTO-TJIL—-ThElkREN
9. JO-JJIL—TBE4FH SureDesign h'5HIBRESN2ERT(E
ROV, BEREOEIRUVBEICEERIEETY,

Remove Probegroup (%]
@ Do you want to remove the probegroup from this design?

Yes No

(SSHRALTHAARETE FRCZMTIAY) ]

2. YER%733E : Stepd

/T = —>

Z1T1oC

Q

Repllcate Count

m Modity

[”E]%’J'Jv’]@“&t\ TECESREIEmMIRNE T,
[OK)ZH YW %L, BEIJO-JJ)—TEROBE@EICREDET,
cOIO0-TIIN—ThHMBnTHA (CBRIEHON TLNIE, ZEE(C
R TO-JIN—TERRENE T . DT YA > TEHN TULVRT
N J0-J9N—-TORNBEFEERNS C LEIEINET,

Modify Probegroup [x]

@ You have chosen to modify this probegroup.

If the probegroup is not used in any other designs, click OK to
remove all probes from the probegroup and return to the
probegroup creation step.

If the probegroup is used in other designs, click OK to remove
this probegroup from the design, and return to the probegroup
creation step to create a new probegroup. The original
probegroup will not be removed.

Note: All probegroup creation parameters will be reset to default
values.

0K Cancel

For Research Use Only. Not for use in diagnostic procedures.
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2. YER%733E : Stepd

Step4 127 YDIENN | HEER
R 5 CREORFYTETI, T YORE- HIRHTE

SureSelect DNA (Advanced) Add/Review Content

Define Design v Select Content Addition Method 35-@/\10 Eg_ajﬁgllib\‘%é 70.1_ |:| N T E { _“-U:‘/r \/Ij’{
e G H— R3] TEEZEAL TTZE0,

Tile Genes or Regions () Upload probes
Upload Probes (0) Select probes from an existing Design or Probegroup
Select Existing Probes Select all probes v
Finalize
~or-

") Finalize this design

Probegroup Summary

SureSelect DNA Design
Name: Oncogene Name #Targets  TargetSize = #Probes  ProbeSize  ReplicateCount  Actions
Species H. sapiens (hg19) Oncogene_1 206 30.523 kbp 1110 41,004 kbp 1 Remove | Modify
Category: SureSelect DNA
Hybridization: 90 Minutes
Probes
# Probes: 1110
Size: 41.004 kbp

Price Tier:()  Tier1

UCSC View Download

P Close Design Wizard Back Next . . X . L
| — 0. FBITBICIE. K LITOIFHA MR : HEATHIP
SureDesign (& er | A5, | EBS (C&B[ContinuelN9> & ZIUVILET,

Start Designing
:.]
f@ wn
z ) i
— —_— S
SureSelect DNA  SureSelect RNA SureSelect OneSeq HaloPlex
All-In-One
Designs: In Progress =
Oncogene Draft ® i
SureSelect DNA | Updated 25-Oct-2022
Oncogene_1 Complete
Submitted 25-0ct-2022 | Probe Tiling

53 G230519-2 2023 £ 2 H [SSHRALTHAARVERTE (PRINVAMATa>) ] For Research Use Only. Not for use in diagnostic procedures. - Agilent




Stepb IJ74{4F54 X 2 (RIS : Steps

o “
1. TH1AOARBMETELE. [T WIBHIXYY RD

SureSelect DNA (Advanced) Add/Review Content / j /

R 1 s 1BIR) T [COTHA12%72TIrA 54 ALET) &1EIR

O Select Optimized Probes

Select Optimized Probes () Design new probes by tiling genes or regions . ~
Tile Genes or Regions (O Upload probes l ) [/A/\] /|\9/%{ ’IJ\\J/‘ ’l ’ia_
Upload Probes () Select probes from an existing Design or Probegroup AY o
Select Existing Probes Select all probes

Finalize

_Or-

NN ORIEESITTBE, THASDRT—IZAN

Probegroup Summary

T e N e e o e [ Draft /"5 Complete (CZDD, TH1ABTOEE
L DB G TERRDET,

XI7AFTIARITRE. COTHALUIERIEITSL > MDD
BNEEFOXANEIT D ERRICA—-H—-F2FT(FHR

—— 4 Y (LRIIASNER A
Close Design Wizard Back
SureSelect DNA (Advanced) ‘Add/Review Content Finalize 2 [ _“-U-/( /0)7 4 j— 7 /r ] 7|_\g /%9 IJ\JG lJ i g_

Define D
etine Design ¥ Vouare now ready to finalize this design. After finalizing
v

Q

Add/Review Content
« The design can no longer be madified.

+ Adesign ID will be assigned.
« Design information will be sent to Agilents manufacturing facility. Manufacturing will not begin until you have submitted a
Upload Probes purchase order.

Select Optimized Probes

Tile Genes or Regions

Select Existing Probes

» Finalize
SureSelect DNA Design
Name: Oncogene
Species H. sapiens (ng19)
Category: SureSelect DNA
Hybridization: 90 Minutes
Probes
#Probes 1110
Size: 41.004 kbp
Price Tier:(7)  Tier 1

UCSC View | | Download /
Bech
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_— XY 2. YERR 3L ¢ Step5
Step5 J74F 354X p
3. FHAHTIPAF A XEN TR BHISES HA— LS

Agilent SureDesign <suredesign_noreply@agilent.com>

e TR TVDA—ILT RUAFEIOXREENE T . COX—)UIC
S mm—— (FLLF OBEFRN EEBHINTVFT,

Your SureSelect DNA design has been finalized, and the design files have been transferred to Agilent's manufacturing facility.

The design will not be manufactured until you place an order. / \p p I I Catl O n %
Design details . -U- ,r %

Application: SureSelect DNA j /

Design Name: .

Design ID: ° D I D

Species: H. sapiens (UCSC hg38, GRCh38, December 2013) es I g n

Finalsaton bate. 511 2022 . HEYFE
Agilent Technologies ° F'nahze LJEE

Contact support: informatics support@agilent.com
Login to SureDesign: www agilent com/genomics/suredesign
Learn more about Agilent's high performance tools for genomics: www agilent com/genomics

4. SureDesign T. I71 31 ALIT Y1 > z2MEER2LE T,

- /% EEEICEDICE [Order | RIS AL T Step6 [SEATIREL,

SureSelect DNA (Advanced) Design Complete

R g——— [(BRUCADICERTET DINI>ZIRTE R—LITDTHA AR
oesiont BITERRUIZED - BRUCADIRICRRENE T,

Species:

Hybridization: 90 Minutes
Category:

#Proves THA ez (UCSC E1—- 1[40 0 RIRIONSHEERTEE T,

Probes Size:

Price Tir A79>0—-RICDOWTIFRR—S D ETARBTZHEZRL TTEE0,

Your design has been saved in the workgroup folder.

Mark as Favorite | | Download | | UCSC View
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2. YER% 7375 : Step5

Step5 J714FI514X
T EE—— 5. [(A0>0-RINT>Z2IIILET,

SureSelect DNA (Advanced) Design Complete

Design is now complete.

Name:
Design 1D:
Species:
Hybridization: 90 Minutes
Category:
# Probes:
Probes Size:
Price Tier: ()

Your design has been saved in the workgroup folder. R MG “ N “ NS
° = 6. FRINAV>O-REE FAOIYD>0-RINI>=IIYIU
Order | | Mark as Favorite! Download l UCSC View ig_

Download Help - Download &

Name:
Species: H. sapiens (hg38)

Please select files to download.

= ¥ =

[v] _Covered.bed
R 7. 49>0-RSE(C <Design ID>.zip OFEXTI7A I MRIFENE
v gy o ST T THRERL T,
@ ey A>0—-RTEZTPAIINOFBREICOVTIRDR-SZSERL T
¥

_Targets.txt _‘_‘
B ¥ 7:_3 k/ \ o

[v] _AllTracks bed

[v] _Covered bed

[¥] _Regions.bed

[v] _Report.txt =

Close Download
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Step5 J7A4F34RX
O A (C1DDT7A)l : 3TELE
<Design ID>_Report.txt

IJr{IMF) |EE BES STV BRSO I7OM V-MT Y ERW) ALTH)
O-2-WH|ISB|lxBOL-D-0- PP nEEEME

# File. Summary
2| File, Type:, SureSelect. DNA. Design. Report
3| Created, By:, SureSelect. DNA, Standard, Design, Wizard
H User:
5| Workgroup:
5| Folder:

7| Timestamp:

9| #.Design. Summary
10| Design, Name:
11| Species:.H..sapiens.(UCSC hg19, GRCh37, February, 2009)

#, Target. Summary
3. Target. IDs, resolved, to. 13, targets. comprising, 206. regions.
15| 0. Target IDs, were,. not. found.
Region.Size:, 30.523 kbp

3| #.Probe Summary
Total Probes:, 1455
20| Unique. Probes:, 578
Total, Probes, Size: . 46.731.kbp

Design DY XU—-ZEE& U
TFARNIT7AI

57 G230519-2 202342 A

[SSHARALTHAARETTE TR AMTSY) ]

<Design ID>_Report.pdf

SureDesign | N

Design Information

Design Mame:
Species: H._sapiens (UGSC hg19, GRCh37. February 2009)

Target Summary

13 Target IDs resolved to 13 targets comprizing 206 regions.
0 Target IDs were not found.

Region Size: 30523 kbp

Probe Summary

Total Probes: 1455

Total Probes Size: 578

Coverage: 46.731 kbp

Recommended Minimum Sequencing per Sample: 98.889366%
Pricing: 9.346 Mbp

Target Parameters

Databazes: RefSeq, Ensembl, CCDS, Gencode, VEGA, SNF, CytoBand
Region: Coding Exons

Region Extension: 10 bases from 3" end and 10 bases from 5" end.
Allow Synonyms: No

Design DY ~YU—%Z5c&UIc PDF J71 )L
A=)l TRIETZEDERIUAS

For Research Use Only. Not for use in diagnostic procedures.

2. YEP 7375 © Step5

<Design ID>_Covered.bed

el chrl 67633748 67633928 IL23R
4 [eilgl 67634992 67635352 IL23R
SEN chrl 67648460 67648700 IL23R
S chrl 67666379 67666619 IL23R
7 chrl 67672569 67672809 IL23R
i chrl 67685214 67685454 IL23R
SEN chrl 67702350 67702530 IL23R
10 [eilgl 67705792 67706032 IL23R
11 [eiigl 67721474 67721654 IL23R
12 [«lg} 67724125 67724845 IL23R
13 [euled 102954643 102954823 IL1RL1
REN chr2 102955281 102955521 IL1RL1
15 [+uled 102956524 102956764 IL1RL1

Design TH/\—&N3EEDMIEFix%E
soaE LIz bed J71)L



2. YER% 7375 : Step5

Step5 J7A4F34RX
® %% Probe Group JANACEICEEFNZT71) : 5T&EXE

<ProbeGroup#>_ AllTracks.bed <ProbeGroup#>_ Covered.bed

<ProbeGroup#>_Report.txt

track nam_k ="120918_ChihoTestUpload" descriptiot

track nam_k ="120918_ChihoTestUpload" descriptior

chrl 1385047 1385437 ATAD3C chrl 1385047 1385437 ATAD3C Tl File Summary
chrl 1385712 1386432 ATAD3C chrl 1385712 1386432 ATAD3C lFi le Type: SureSelect Design Report
rhrl 12970724 129@NAA ATANZT rhrl 12Q7N7A 12QQAAA ATAND2C 1 n Lo S PO [ || -

ProbeGroup ([CZ&EN 5
Probe. 7—4Wh., %51 TER

ProbeGroup ([CEZ&N 3
Probe® bed J71 )L

robeGroup (CEEND
Probe group. JO—J%#4.

= /57 chrl 1395746 1396586 ATAD3C 0 NP =
DOIAIED bed T71 ) el La9vds 1396580 ATADIC Capture Size REYYYU—%ZEC
chrl 1399590 1399860 ATAD3C chri 1399590 1399860 ATAD3C iﬁz b 7—.- j}—, ,r ) I/
chrl 1401218 1401338 ATAD3C chri 1401218 1401338 ATAD3C &
chr1 1402247 1404377 ATAD3C chri 1402247 1404377 ATAD3C
chrl 1407055 1407325 ATAD3C, ATAD3B chrl 1407055 1407325 ATAD3C, ATAD3B # Probegroup Summary
chrl 1407360 1407480 ATAD3C, ATAD3E chrl 1407360 1407480 ATAD3C, ATAD3B Humbar of Probezroups: |
chri 1407493 1408213 ATAD3C, ATAD3B chrl 1407493 1408213 ATAD3C, ATAD3B Probesrourl : 4colunle load
chrl 1409171 1409441 ATAD3C, ATAD3B chrl 1409171 1409441 ATAD3C, ATAD3B # Probe Sumary
chrl 1410164 1411904 ATAD3C, ATAD3B chri 1410164 1411904 ATAD3C, ATAD3B Total Probes: 2764
chr1 1412590 1413070 ATAD3C, ATAD3B chri 1412590 1413070 ATAD3C, ATAD3B Total Probes Size: 70.000 kbp
chrl 1413650 1414670 ATAD3C, ATAD3B chrl 1413650 1414670 ATAD3C, ATAD3B Recommended Minimum Sewuencing per Sample: 7.000 Mbe

<ProbeGroup#£>_ Regions.bed

track nam_!a:"lZOBIS_ChihoTestUpload" descriptiot
chrl 1385047 1385437 ATAD3C

<ProbeGroup4>_ Targets.txt

# File Type: Input Targets File

chri 1385712 1386432 ATAD3C # Timestamp: 12—Mar—201 3
chrl 1387024 1388044 ATAD3C # User: test@agilent.com
chrl 1388212 1388602 ATAD3C # Mrastad Fu SirmeSala st DA P

ProbeGroup [C=EN 35— jﬂ—jéﬁéﬂ\]‘ HREBOIA—
JvhD bed I7A ) TyhDUR

[T |
ar | el sl Oz
cnr.
chrl 1402247 1404377 ATAD3C GMPRB
chri 1407055 1407325 ATAD3C, ATAD3B FANXI
chri 1407360 1407480 ATAD3C, ATAD3B MUDT1 6
chri 1407493 1408213 ATAD3C, ATAD3B Fal
chrl 1409171 1409441 ATAD3C, ATAD3B
chrl 1410164 1411904 ATAD3C, ATAD3B STESIAZ
chri 1412590 1413070 ATAD3C, ATAD3B Cc2CDZL
chrl 1413650 1414670 ATAD3C, ATAD3B WMIR4303
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Step6 NAALTHA>OA-45— (RIEMKEHE) 2 fERIZ : Step

CNLARFOBIEICOEEL T BBATTEOERECSE TS,

SureDesignHAGEERY A M AL IE]
http://www.chem-agilent.com/contents.php?id=1002474
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http://www.chem-agilent.com/contents.php?id=1002474

7|-_/5)‘_ ( E% 'ﬁkﬁ ) 2. YERRT55% © Step6

1) BREEmEIGEDICE. 3DO5ENDNET, TiLHE AL B. C OLWINHTRBERMEICADET,

# Probes: ).J_if A p ﬁﬁlﬁd)ﬁ%@Eh‘B?EE?éi%é
Probes Size: [Order] ﬁ(g\/%glj‘yqbijo

Price Tier: @

Your design has been saved in the workgroup folder.

Order _ Mark as Favorite I | Download_ UCSC View

SureDesign Lvome | Q0 | @R ﬁ;ﬁ B : /-k A@jd){Tﬂ’(J'ﬂEEﬁ 'ﬂEEELJTv_Bo) /FT_L(:A
g D]@EF'D“DEZél@'éTbL’fJOD Order 7|'\’5’/¢£’7U‘J’]L/$§'o

Designs: In Progress ] Designs: Recent and Favorites \
& 54 H

SureDesign &y [ o 1, | . 15 C ; THARRIIDINATHA2]19T (B[R
e ) 8 pownload |@ e L=2ay]AdR N Ty aR] 7) OHORETITH/>0
@ hmemiss e [7)230])#8CD Order R Z2IIWILET

Creation Date

Ppr-2022 8 Downid| W Order

wg-2020 4 Download | W Order

S -Aug-2021 1 p rder

3240571  SureSelect XT HS Community Design Glasgow Cancer Core F SureSelect DNA ~ H.sapiens(hg38)  05-Now-2019 3o rder

3240561  SureSelect Community Design Glasgow Cancer Core Panel  SureSelectONA ~ Hosapiens(hg38) ~ 05Now2019 8 o rder

$32371. 04-Now-2019 2 o rder

 [ii] Design Category 532371 04-Nov-20° 8 pownload | W Order
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2. YER%J37E : Step6

2) RERNBZRTEULETD, O =2 : SENTBTHA>DOF MNDEEZ S TE
(BZ (£ 16 reaction RGO E% 2 by NEDIEES. I 2 2 AHULET, )

BB

HEVWOBEMEFY M HIIBEHEIRLET

Design Mame: Warkgr

Design |D: - o ‘\/—7\/Zj§“} |\j7r_L\ . :%IJ}EH@:/—OI\/Z:/Z?A%%?Rbig_o
il L— _ o Sty ¢ Bty MERIRLET
Automation Kit: (@ Mone () Bravo () Magnis

HiSeq / MiSeq / NextSeq D5 @ TieOWINHZEIRUET,
-XTHS2 : JU I RANT=ILAT

You are ¢ -XTHS : 7|_<Z hj—)bﬁﬁ

sueesid - XT Low Input : IANT=ILAR

theAgied - QXT : FIVARE-RERWES1I SRR

puchssel L XT : RANT -5

-XT2 : TUT-ILARK

Hybridization: 90 Minutes
Seqguencing Platform: | HiSeqg | -

Reagent Kit: | XT HS2, index 1-‘Iﬁ| -

Sample size: |16 | -

Beads: |Included in the I-u"t| - To check- _
will be tral *QXT [ XT & XT2 OHFRICHEIRMAEEHHEFEEA. JTORNIIEERDET,
Design Part Number:  5191-6300 Genomics ZZTlE M\@”}%JﬁéﬂEIEbL\H ZIEIRIZEVN

SEe your ¢

Reagent Kit Part Number: G9982A Proton Oiz5; TE. RANT =)L ARDH
O H> TN HAX : FvhD 1 FYRBIEDOY > TV EEEIRUE T,
END 16 L. —FEEOTH 1% 16 b‘/j")L@ﬁﬂﬁ(:b&i?é:&%ﬂ*bim
(B Z (X 16 reaction D5E% 2 Ly NBATIIHE.
Sample Size (& 16 Z3&4RU. Quantity Z 2 EAHNIULET)

O BHAE-X | E-AEDERGERLET,
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2. YER% 7375 : Step6

3) [REOMIBIRS %I ILET,

Design Name: Workgroup Name * {jJ_ F(CE}JD] 7I—‘\‘9>(IEZKT(I:\%IJ% b\kﬁcjiﬂ/\m

Design I1D:
Companv Mame

* Quantity: |1

Autormnation Kit: (@ Nonme () Bravo () Magnis Company Number

Hybridization: 90 Minutes
Sequencing Platform: [Higeq | - You are currently logged into SureDesign.
SureDesign shares a shopping cart with

the Agilent Genomics website. To
purchase onling, you also need 1o be

Reagent Kit: | XT HS2, index1-‘|6| - (D)

Sample size: |16 | - registered with that site.
Beads: |Included in the kj't| - To check-out, click the cart icon, and you
will be transferred 1o the Agilent
Design Part Mumber:  5191-6900 Genomics page. You must be logged in 1o

see your discounted prices.
Reagent Kit Part Number: G9982A

Add to Cart I Reguest a Quote I Cancel

Request quots successtu E 4) [BREOKENT T LELE]ORYIZNFRENET DT
Q Thank You. Your request quote is submitted. You will receive {%bé] ﬁ\@)fféﬁb((ﬁéb\o

email which re-confirm this quote request. An Agilent sales
representative will soon contact you.

Close
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63

2 SureDesign: SureSelect DNA FyMOH RIETHGELET

I_RI 121 141 1B 121 R0 1121 1141 1151 1181 1201 1221 1241 12E1 1281 1301
= 0 0 0 0 0 0 0 0

SureDesign: Request for quote

We have received your request-for-quote for the following SureSelect DMA kit:

Design Details
Design ID:

Design Mame: Uncogene
Species: H. sapiens

Kit Details

Sequencing Platform: HiSeq

# Reactions: 16

Cluantity: 1

Design Part Mumber: 5190-4806
Reagent Kit Part Number: G36114

SAERIHAT
FFRFI6~8HE[TY,

G230519-2 20232 A

2. YER% 7375 : Step6

5) RiGsARMEEINZE. X-ILREIELFT,

ZH A @ Agilent SureDesign [suredesign_noreply@agilent.com]

A4 ML : SureDesign: SureSelect DNA Fv OB BIEZKFELUET

(SureDesign: Request for quote for SureSelect DNA kit received)

RE : THAUIBHRE SV RIEIKIR CEEVV VRS

6) 7L > MOBIEZFEEULEDRVIRTEEDNS
BEEHEORTR - FEN
*x FEOBROERFIRERIRZISE S,

(SSHRALTHAARVESE (PRI ARATSa>) ]| For Research Use Only. Not for use in diagnostic procedures. g Agilent
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Oneseq jJZgA_\"U:\/r\/O){/E}ﬁ 3. OneSeqhRILTHA>

BONUDVERRUTEH RS L5147 5Y% OneSeq FH CNV Backbone (GBNNYT 2355 (4. hi—AFTD OneSeq.
EUKET YA AERAT D OneSeq 27UvILTI1H—RzRIELET

SureDesign Find | (5] Create
| B Hame ‘J\ Designs @ Designs
SureSelect DNA [] Show Advanced Options
SureSelect RNA

-y
- o Iy

HaloPlex C &.’T
CGH R ‘ QD @
3 )

CustomFISH

SureSelect DNA  SureSelect RNA SureSelect
All-In-One

CustomFISH SureGuide SurePrint OLS
SureGuide

SurePrint OLS
Designs: In Progress 2} Designs: Recent and Favorites

OneSeq HAYLTHA AERKRDIR

Select 5
?ﬂ‘/{)d)*ﬂ%gsﬂi Finalize ‘Cm::‘:: :::‘ngm cccc , February 200¢ :9: ::'
> gt B L .
S (=9)] Iy i B0}t I
TrAFIAX o

SureSelect DNA Design

eeeeeeeeeee

eeeeeee
eeeeeeeeeeeeee
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3. OneSeqhRILTHA>

SureDesign Help - Define Design

SureSelect DNA (Advanced) Define OneSeq Design

(A& EBOERIZATILET,

» Define OneSeq Design
* Design Name: C=—=
Select Spike-in Design

Finalize *Species: H. sapiens Select @

Build: |UCSC hg19, GRCh37, February 2009 | - [éELT'% *E]

* Create In: Agllcnl Select \ Oneseq 0)17;-.1_{:'_\(1\ H. Saplens mb?jo
Description

T WERRSETANA ) T GRIR) 2w
WINH—DDITANAFZEIRL TS,

v (RAFHA157;

e @9 % Workgroup ADERD I AL 7ZIEIR
[O5RL—23>])57
SHNTE3 Collaboration AR—X&7I1EIR

Cancel Next

66 G230519-2 2023 2 A (SSHRALTHAARESSE (PRI ZMATS3>) ] For Research Use Only. Not for use in diagnostic procedures.



L 3. OneSeqhRILTHA>
ENITYA > DER e

SureSelect DNA (Advanced) - Select Spiken Design | {93 Backbone Z3&iRUZE
Define OneSeq Design @« Catelog Design: [OneSaq THID NV Backbors [ = / 9, fﬁT:EOneSeq 1Mb CNV
e R Agn ot GRS Backbone £L<(3 OneSeq
ST CNV Backbone WZEIRTEZT,

Design ID Name Species Creation Date *  Created By
SureSelect Clinical Research Exc H. sapiens (hg19) 07-Mar-2017 Agilent Technologies —
] SureSelect Human All Exon V6+1 H. sapiens (hg19) 13-Jan-2016 Agilent Technologies
[] ' s07604514 elect Human All Exon V6 r! H. sapiens (hg19) 12-Jan-2016 Agilent Technologies
) [ ] s07604715 SureSelect n All Exon V6+ H. sapiens (hg19) 12-Jan-2016 Agilent Technologies
SureSelect DNA Design
Name: dema2 [] s07084713 SureSelect Focused Exol H. sapiens (hg19) 30-0ct-2014 Agilent Technologies
Species: H. sapiens (hg19) [] soes4402 ClearSeq Inherited Disease H. igns (hg19) 17-Jul-2014 Agilent Technologies
Category: OneSeq | linical " loai
Size £9.970 Mbp r S06588914 SureSelect Clinical Research Exc H. sapiens (hg 28-Mar-2014 Agilent Technologies
[] s04380219 SureSelect Human All Exon V5+1 H. sapiens (hg19) Agilent Technologies
[] so04380110 SureSelect Human All Exon V5 H. sapiens (hg19) 09-Nov-201 Agilent Technologies
1 | na?57a1 ClearSen Namnrehengive Cances H aanisns fhal0) NA-Anna-201172
Total: 14 Selected: 1
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3. OneSeqhRILTHA>

SureDesign Help - Finalize Design

SureSelect DNA (Advanced)

Define OneSeq Design
Select Spike-in Design

Finalize
SureSelect DNA Design
Name: demo2
Species: H. sapiens (hg19)
Category: OneSeq
Size: 69.970 Mbp

Finalize

v
v

You are now ready to finalize this design. After finalizing:

« The design can no longer be modified.
« A design ID will be assigned.

« Design information will be sent to Agilent's manufacturing facility. Manufacturing will not begin until you have submitted a

purchase order.

Designs part of this OneSeq Design
DesignID = Name

0712331 OneSeq TMb CNV Backbone
530409818 | SureSelect Clinical Research Exo

Owner Species # Probes Size Download
Agilent Technologies H. sapiens | 39480 2.674 Mbp i
Agilent Technologies H. sapiens | 843912 67.296 Mbp i

CORETLINE
THA>DI7AF 54XV &2IIWILET .

Back Finalize Design
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® SureDesign (CEHI3Hh—hBBEIVEDERE

TEL: 0120-477-111
E-mail : email japan@aqilent.com
BEsE - A— )L - - H - H -5/1%FR<. 9:00~12:00 LU 13:00~17:00

X [SureDesign (CBE9DER] ] EBARIZE0N,
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