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Read Length: 100 bp

# Target Summary

46 Targetllco mprising 783 regions.
O TargetlDs were not found.

Region Size: 143511 kbp

# Target Parameters
Databases: RefseqCCDs
Region: Coding Exons
Region Extiend

I REEEEREEEEEEEE .
Als |0 M =S o o~ o o | o e = o |2 o || (e

=7y EEZEbed 77 (LD

ERATHALI-EDTY,
UCSCD BrowserZi & CHEER
FHENTEEY,

Sure

N \ﬂ

'l A./_///

BT YNEBZEY —F T HEH
Y—FERET LD

$IULR—FTT,

A

and 10 bases from 5’ end.

A

name_Targets.txt

B (] D E F

# File Typelnput TargeFi le
# Timestan #H#EHEE

# User: fur ko yoshizak gil
# Created : HaloPlex nda
# Species: H. sapiens, 19,

ARKI
AATK
ABL
ACTR
ACWR1
ACWRIB
ACWVRIC
ACWREZA
ACWREE
ACWRL
ADCK1
ADCK4
ADCKS
ADREK1
ADRBKZ
AKT1
AKTZ
AKTS

Al K

ent.cam
rd Design Wizard
GRCH37, February 2009)

AALE=2—45vbD
—&ETT . 27— vr%E
BIERTHENTEET,

HaloPlex HS / HaloPlex hRARALTH A ERAT AR
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3-4. Review Targets
A—y N ERDTET .. FA—T T H A/ DR

AdbT - B b FEER

SureDesign

HaloPlex 2— =4 OhEEE

FH A X W S-durdal
Rt et 3 - w » BAGS-SFobIDCHLT B —For 7E R FRODUELE,
ey kSR ¢ OfA@A—Fob D RomYER ATl
Jo—- 7R Heifw R
IFAFIAR View targets in UCSC
y—¥ufID WUEE R bp Position
BRCAT & 440 chr17:41197695-4121 5350
3 41 BE12 chr 19667 TEEZ-6720610
CFB 1l 4581 chré:31896519-31919617

HaloPlex 74« 2
ESh U Test_s_150PE
3 H. sapiens

oo rEE A—HyMEBOEENRE T LD
e TO—JEIRDBIAEY v LET,
TO—DFHALDEEIEHET .

TR a0 SHAEE

e i - Ha
HaR MA
i @ A
MR R MA&

Hrean—Fk
Egpme 3l (k) To—-TEROME

HaloPlex HS / HaloPlex WAALTH A MERT AR

SureDesign



3-4. Review Targets

70—

SureDesign

JTH142DRm

PR}
SureDesign | C L5 0O— R ERESNET.
JO—ZERS DL [R—da] o= 3380 [T L BT A2l
AT AaTEE T,

SETTE. email@address. |Zx— L iFE{E3NE T,

B A= LT FL A

BHOA—ILFFLR1I2300 G TR TS

OK

TO—D0THAVICIEHIEEDORERAIMYET,
TO—JTHAUMET 35L&, SureDesign 2B RSN TS
A—ILTRLRIZ, A=)LTRETOEMLENEET,
LLAIDA—ILTRLRIZEHLEMNIZLWMGEIZIE
CZTA—=I)LPRLRZAALET,

HaloPlex HS / HaloPlex WRAZLTHF A MERA AR
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3-4. Review Targets

JO0—JT YA DR

SureDesign

HaloPlex Select Probes

Define Design

Your probe sslection job iz currently running.

Define Targets
Review Targets U 4
select Probes

Finalize

HaloPlex Design
Halo_test
H. zapi=ns
Target Regions
# Regions: 783
143.511 kbp
sequenced Regions
# amplicons:  MA
Size: MA
Price Tier: ) MA
Coverage:

Ha

SureDesign m

Close Design Wizard%
2yl T, CHOEREZE
FACEY,

Close Design Wizard

HaloPlex HS / HaloPlex WAALTH A MERT AR
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Sure

3-5. 7|:| 77__\\#4./0)6&:"1,\

TO—TTHAUNTET T HE FRDA—ILNEFRINFA—ILTRLRIZ
BEET,

SureDesign: HaloPlex probe selection succeeded
SureDesign has successfully selected probes for the design Halo test.

To complete your design:

« Loginto SureDesign. %:‘1_]- l/TI'S—I*'C‘ﬁ""'f’f‘/U)"f‘*%E

« Find your design in the Designs In Progress list on your home page.
« Click the "continue’ icon to reopen the design wizard. En""‘bf‘{ﬁ‘“‘ ﬁr_sureDeSIgn I

Agilent Technologies

Contact support: informatics_support@agilent. com
Login to SureDesign: www.agilent. com/genomics/suredesign
Learn more about Agilents high performance tools for genomics: www.aqgilent. com/genomics

O\ ‘ _
K}:{)/ \ ' HaloPlex HS / HaloPlex AR LT HAMERATAR

A9 A LT  ROARATYTIZEAET,
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3-5. 70— TH A DHEER
JO0—J#MNERZEBZ-15E
HaloPlex HS / HaloPlex T12DTHAUIZEHAHZENTESTO—THIFHK200,0001E T,

ABALF=E—yrEEIZRH L TT A2 a5 TO0—T#H3200,0005 825 L.
TEEDA—ILNEETET,

SureDesign: HaloPlex probe selection failed

SureDesian was not able to process the probe selection job that you submitted for the design
Design_name.
Reason for failure} Number of amplicons exceeds the limit for the HaloPlex lllumina protocol] Reduce the number
of target regions and resubmit the design.

Please contact Agilent technical support for more information.

LA
"o

4,2 Agilent Technologies

Contact support: informatics_support@agilent. com
Login to SureDesign: www.agilent. com/genomics/suredesign
Leam more about Agilent’s high performance tools for genomics: www. agilent. com/genomics

F—7 MR EROLTEET FAo LTSN,

Sure x\Qﬁ/\i\\;/
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3-5. Reportl2&BH7O—T THAU DHER

Design Name: 20130111 _1

Design ID: 04818-1357891703

Species: H. sapiens (H. sapiens, hg19, GRCh37. February 2009)
Platform: lllumina

Read Length: 100bp o J—FRAERTFTEDS—T Y -HRICEEL TSI EHERELET,

Target Summary

115 Target |1Ds resolved to 117 targets comprising 1399 regions.

0 Target IDs were not found. \

Region Size: 299.240 kbp Not FoundIZ7E> TS A — 7y E W EEHERLET,
Amplicon Summary

lotal Amplicons: 13159 <—— —ALOTO—TOMES A RERBLET,

Total Target Bases Analyzable: 280.29 kbp

Total Sequenceable Design Size: 694.43 kbp

Target Coverage: 93.67 %

Recommended Minimum Sequencing per Sample: 138.89 Mbp — B —HFIOREFEIELEYS,

Pricing: Hlumina Tier 1 (Target Region Size = 0 - 499 kbp; up to 20K probes).
P/N: G9901B/C € TlerZxfEZELET,

Target Parameters

Databases: RefSeq.Ensembl,CCDS.Gencode VEGA

Region: Coding Exons <€ BREINTDA—REHEZELET,
Region Extension: 25 bases from 3" end and 25 bhases from 5’ end.

Allow Synonyms: Yes

SureDesign

HaloPlex HS / HaloPlex hRAZLTH A MERAT AR



3-5. ReportlZ&k5d70

Desmn Detalls

AAK1
AATK
ABL
ABL
ACTR
ACVR1
ACVRI1B

SureDesign

14
18
12
21

9
10

100.00 %
99.89 %
9997 %
98.28 %
99.79 %

100.00 %

100.00 %

RRSNFET,

High Coverage

Low Coverage
( <90%)
A

( >=90%)

14
18
11
21

9
10

TTHADHERE

- o o O

o o o

BEinFI &, #I5 Z &ITDesign Coverageh®

HaloPlex HS / HaloPlex hRAZLTH A MERAT AR
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3-5. 70— FH ATk
RDATYTIZHED

SUresign . o ggoes

Designs Designs

Start Designing
= 4
HaloPlex SureSelect DMA Homeﬁﬁo)ln ProgreSS':F' 0)
FH A2 TContinuer R 3%
- 21)99L T, RDATYTIZ
Designs: In Progress - : N
ens:inroe N grEd.
Halo_test Draft ® |

HaloPlex | Updated 29-5ep-2012 | HaloPlex Tiling (Complete)

SureDesign

HaloPlex HS / HaloPlex WRAZLTHF A MERA AR 31



3-6. Finalize

Help - Finalize Design

SureDesign

HaloPlex Finalize

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

Define Targets

L LR BEUEROTHALHTYIZT
o N0 THAUEBEERLET,
$51ZPrice Tier (A X ETO—THIZ K> T HELEDLYET) (X

Review Targets

AR S Y N

Select Probes

Species H. sapiens
o b FHLF- AR S DY A K- TOBHES A, BT BREEEN,
# Regions 783
Size 143511 kbp THAUEBEZLEEL-LMEEIEModify Design &
Sequenced Regions :@ii%ﬁﬁi?é%é(i Finalize DeSign "&7'}“/7L$'§_o
# Amplicons 7475 Finalize Té&\ :@?ﬁ’(s/'l‘%iﬁli7:) '/> I‘@%iﬁfﬂ”:
?EE e @ 385.994 kbp EoNFIT M, ERICA—F —F5FTREELRBINEE A,
rice Tier Tier 1
Coverage 9937 %

Download

Modify Design

SI"EDESE]" \/ Al [}¢/ | HaloPlex HS / HaloPlex ARALTHAMERT AR




3-6. Finalize
THAIT7AIILDFHoO—FK

Help - Finalize Design

SureDesign

HaloPlex Finalize

Define Desi
=ine HesiEn v You are now ready to finalize this design. After finalizing:
Define Targets o
» The design can no longer be modified.
Review T ts
e e v « A design ID will be assigned.

Select Probes 4 + Design information will be sent to Agilent’'s manufacturing facility. Manufacturing will not begin untl you have

Finalize submitted a purchase order.
Species H. sapiens

Download Hel ~ T
. . . . . A
Target Regions . Finalize/Modify DesigngIIIZ
# Regions 783 Please select files to download. 7_:_U34>774)L€9¢r7>|:|_|:
Size 143.511 kbp = 09230-134890%164 ’C'éri?’
o
Sequenced Regions 09230-1348909164_Report.pdf S >
o A . 09230-134890%9164_AllTracks.bed 777’()[/€9 rj/l:l IN L’—C
# Amplicons 7475 EEE;J aE
Size 385.994 kbp 09230-1348909164_Amplicons.bed Emt.\L/ _d_o
S1E! - = ~, o ~ S
Price Tier: @) Ter 1 09230-134B30%164_Covered.bed BI7AILDEEMIIRR—T
~ ) v'| 09230-1348%0%164_Regions.bed ¢ A Li
Coeress AT 09230-1348909164_Report. txt i kX
Downloa 09230-1348%0%164_Targets. bt

Modify Design Finalize Design

Close Download

HaloPlex HS / HaloPlex WAALTH A MERT AR

SureDesign
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3-6. Finalize Design
_\\-'j-’r/d):ﬁ_ff&ﬁﬁ A

BI7AILDORBIETTEDESYTY,

<Design ID>_Amplicon.bed <Design ID>_Covered.bed <Design ID>_Regions.bed
A B e 0O E A E B O E A B s D
1 |track name="Amplicons” description=" Agilent Halol 1 |track name="Covered” description="Agilent HaloPle 1 |bmowser position chr2 69702980-695701 52
2 chri BEEIRH 3 BB655TE0 BMPR A 2 |chn 92425158 92428661 BROT 2 track name="Target Regions” description="4
3 chro BO635415 00635700 DMPRI A 5 chr 52425666 52425761 BROT 3 chre FI702950 69703105 AAKI
4 chrlQ 88635413 BBE35780 BMPRI A 4 chrl 52430112 52430328 BROT 4 chr2 GI704001 69704152 AAKID
5 Ghl"lO S [P [ 5 Chﬂ FO AT AN AT DO T 5 Cl—n") ROTMEMNTY AGTOE2M3 AN
6 chrio Designl2BFEND 6 chi  Design CH/N\—&h 3 ? c B¥IZinputLi=2—4 vk
. L e ot 7 chrl g o I,
room® Amplicon D i E 1R ¥R% Lo tEE o EIE A S Lt e B RE R E L
o oo noEkL7zbed 77 AL 5 o LTzbedZ7AJL 5 ¢ bedZ7AIL
10 [chri 0 BE635737 85635938 BMPR1A 10 chrt 52441624 52442057 BROT 10 |onre DU T F 34 I LU ARR
11 |chr o BBA3I5765 ABGE35004 B A 11 | chrl 892442068 52442163 BRDT chrz 8736352 GHTIE602 AAK]
12 [chrl0 BE635766 88635984 BMPR1A 12 chrl 52442278 52442466 BROT G3741552 65741801 AAKI
13 |chro BEA3I5T66 BAG35004 BMPR1A chrl 0244251 () 52443151 BROT §5746075 65745382 AAk]
14 |rket ORRIRTAR DRAIROOL RRADDT A 14 chr2 69747555 869748130 AAK]

chrt 92443395 52443450 BROT

A Am— A P Y

<Design ID>_AllTracks.bed

A B o] B E
hrowser position chr2 G3702850-6G98701 82

1

2 track rame="Target Regions” description="Agilent t
3 |chr2 69702880 69703105 Alk]
pgp=— S E S B

5  Amplicon, Covered, Regions®
G = =3 A

; 3NTVODEHREED

g bed 7274l

10 |chr2 69734542 69734720 AAK]

11 |chr2 69736352 609736602 AAK]

12 | chr2 69741502 6974 891 AAK]

13 |chr2 69746075 69746382 AAKI

14 |chr2 69747955 69748130 AAK]

15 |chr2 69752154 69752254 AAK]

1A nh»f) FROQTRAQIT ARGQTRAART A ML

S

— ‘_/ \___._,-/

Sure

HaloPlex HS / HaloPlex AR LT HAMERATAR
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3-6. Finalize Design
ﬂ"f’f/@ﬂ_"f&ﬁﬁ At

Target Regions
Amplicons
Sequenceable Regions

Covered Regions

Missed Regions
Analyzable Regions

Target Reg-m Target Regions - provided in [Design ID]_Regions.bed
Amplicons - provided in [Design ID]_Amplicons.bed

Sequenceable Repions - total size provided in the report files

Covered Regions - provided in [Design ID]_Covered.bed

— Missed Regions - provided as a track in [Design ID]_AllTracks.bed

Analyzable Target Bases - total size provided in the report files

A—/7 MR DA EEHR. [Design ID]_Regions.bed [ZFEEk
ERICIEIREIN ST T) a0 DOALEIEER [Design ID]_Regions.bed 25T &

AmpliconD I EFFRE ) —FRMOEFESNT- BRI —7 XSS5
DR D EETHN. Report.pdf T7 4 )LD "Total Sequenceable Design Size" &7V FT,
Sequenceable Region D ifiZS5 bpd DHEI-1=F818 , M 5 bplLHIRERERHH AT
DA=D . AT AN LATREMED HY . SR RIRETRE DD IEBRIIL TLET,
[Design ID]_Covered.bed [Z5C0 &

fENT TEZLUVGEEL  [Design ID]_AllTracks.bed DSy ELTEREL

Target RegionM S5 Covered[Z A > TULVARELE,

C DD EETHY. Report.pdf 774 )LD "Total Target Bases Analyzable E%EYET,

suedesion NG -
l."E ESIg“ \ (| HaloPlex HS / HaloPlex W AR LTH A MAERHAF
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Sure X

3-6. Finalize Design
THADIRHER

BI7AILDORBRIETEDERYTY,

<Design ID>_Report.txt

EI# File Summarny

File Twvpe: HaloPlex Design Report

Created By: HaloPlex Standard Design Wizard
User fumiko yoshizaki@agile nt.com
Waorkgroup: Agilent

Folder: Agilent

Timestamp: 28-Sep—201 2

# Desion Summans

D25 DesignDH ) —E R E

Desig
Spec LI=T*X+T7AIL
Read Length: 100 bp

137, Februarny 2009

# Target Summary

48 TargetlDs resohed to 49 targets comprising 783 regions.
0 TargetlDs were not found.

Region Size: 143511 kbp

# Amplicon Summary

Total Amplicons: 7475

Total Target Bases Analyvzable: 142 60 kbp

Total Sequenceahkle Design Size: 38599 khp

Target Coverage: 9937 %

Recomme nded Minimum Seguencing per Sample: 77.20 mbp

<Design ID>_Report.pdf

Design Name: Halo_test
Desig_ If. AAASBN 15A0AMAATEA

Speci DesignD YV —ZFEHEH  on;
Platie LT=PDFZ7AJL
Read A—JLTEIFETHLDE

HLW@
Targe . ...

46 TargetiDs resolved to 49 targets comprisin
0 TargetIDs were not found.
Region Size: 143.511 kbp

<Design ID>_targets.txt

# File Tvpe: Input Targets File

# Timestamp 259-Sep201 2

# User

# Created By HaloPlex Standard Design W
# Species: (H. sapiens, hol 9, GRCH37, Feb

AAKY

AAT K .
seL =P InputLfz2—4 vk
ACTR OAR

AR =

ACYWRT B

ACWRIC

ACWREA

ACWREE

ACYRL
AT

HaloPlex HS / HaloPlex hRABZLTHAMERHAF
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3-6. Modify Design
FHLLDEE

Modify DesignZzER9I 5¢&
THAUEIN=-Ta—J(&
HIffREH . 32— 9D X+
s - DE@EICRYET,
—— £1-2T0/ 54 S0t

S -5 —-_— S,
Click OK to remove all probes from the design and return to =§E ' ﬁ L) ij— o) 'G > ‘I:EL
" A ~ N /LG
your target list.
<>
-
f=&Ly,

Mote: All selecton parameters will be reset to default values.

0K Cancel

SureDesign

HaloPlex HS / HaloPlex WRAZLTHF A MERA AR 37



3-6. Finalize Design
THALDI7AFI4 X

SureDesign

Help - Finalize Design

HaloPlex Finalize

Define Design
Define Targets
Review Targets

Select Probes

Finalize
Species H. sapiens
Target Regions
# Regions 6153
Size 2.467 Mbp

Sequenced Regions
# Amplicons 89239

Size 4.177 Mbp
Price Tier O Tier 2
Coverage 97.91 %

SureDesign

L4449

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.

THAOONBEEHERL=5
Finalize DesignZ2') v L%,

CRAFIIDT IFAFSA XA
KETY,

Maodify Design

HaloPlex HS / HaloPlex HAALTH A MERTAR
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3-6. Finalize Design
THAL DRBTER

SureDesign

Help - Design Complete

HaloPlex Design Complete

Your HaloPlex design is now complete.

Mame: Halo_test
Design 1D: 09230-1348909164
Species: H. sapiens
# Target Regions: 783

Total Targst Regions
ol faree eg:'i”_'; 142.511 kbp

# Amplicans: 7475

Total se ced
OREL SERUENEES 256 994 kbp
regions s1zZe

Price Tier @ Tier 1
Coverage: 99.37 %

Your design has been saved in the “Agilent” workeroup folder.

Order

Mark as Favorite

SureDesign

FinalizeLT=TH A %iEZELET,

Designi¥ iz Download/R2> M5 ERIG
TEEY, FinalizeBID 77/ ILERILC
NBIZGYET,

Add to favoritetR 2> Z 9 &, HomeR D
M Design Recent and Favoritest#l[Z & 7R
SNFET,

HaloPlex HS / HaloPlex WAALTH A MERT AR 39



3-7. THAMHY—E R

B—lryhET DEIEF. 7/ LEBDURANELSTEMNLT

HaloPlex HS /HaloPlex DT YA & R1TIHT A/ H—EXR(EF)LTHE

LTWET,
TEOIOIGEMLGEEHRENVELGELEIZTHALLZEL,
-JB{EFIZ&>T. Coding Exon D&, UTR HYGREDFHZEEELI-L
-Synonym ZFRULNTERETL =LY
Non coding RNA £,E%EHIZ& & 1=

B—TINELF. BEDVANERR—U002ISRO L, TRAEWVEE
FLT.HIAEXHTITBBAVLEHLELLZSLY,

, \ y\\

___b./

Sure

HaloPlex HS / HaloPlex AR LT HAMERATAR
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3-7. THAUHY—EX
BV -EAS

THAODHE
TS5y TA—L (lllumina £1=[Xlon PGM )

-J—FE  (llumina MIBE D H-. 100 bp, 150 bp, 250 bp M 5BIR, EEDL—4S 0 FBD—FEE

TYEY)

A—ryrMBEDIRHR EEFIANDIGZE
EEFURE
Gene Symbol F7=[XGene ID F7=IFAccession Number D)Xk
Synonym Z#+51=-0(Z1%. Gene ID THREW=LOINRLEETT,

_/)'(/\_Zo) *R * Databases Regions of Interest
Refs @ Coding Ex
RefSeq, Ensemble, CCDS, Gencode, VEGA EE Eqbl ¢ CDdTnE E;m TR —
= < R R nsem () Coding Exons + 5
= \ > 2 \ -
_tnEfJ bloui%:ﬂ{bf(f‘éb ° CChs (") Entire Transcribed Region
R . Gencode .
. /)-l_IT“JI‘FEiEjO)%ﬁ: VEGA Include Flanking Bases
Coding Exons 3: |10 | = | bp5:| 10|~ | bp

Coding Exons + UTRs (3',5' ThEniEEANRE)
Entire Trnscribed Region (/> FA A ) [_] Allow Synonyms
LEEMB1DFIRLTIZELY,

*Flanking Base
0. 10. 25. 50 bpMBERL TLFZELY,

Sure

HaloPlex HS / HaloPlex ARALTHAMERAAF

Y UTR
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3-7. T AU —EX

Sure

HEERILEWVETZ<{HA
A—TyrEEDIEHR Y/ LNERBRDIGE

TEAFEIFIBOVWTNADITA—T VD) REZHELIZELY,

TA—TI O BEDBMAANFIBIINE T, 74— VA ELGDHE ERILT-fEEE
1bp TNAELET DO TIFELZELY,

A. Browser format

Z2EEORVNDIERZNIFBIELT,

A& B DIBEEFTELSIETE A% ( one-based, closed )
RTFE[FRR—RATRY>THRIHIZIDEDIFTHIEMNTEFET , LIOIDFBEIFIZRLIDE
DITHTEBREETT,

TEITA—YMIHELY, 19T interval SEELFET .
chr18:48573407-48573675 MyGenel
chr18:48575046-48575240 MyGenel

B. Bed format

Z2ERODZVDEELTOFB IELTHRVL. BHOYDKRILIVEIDRDES THEE (zero-
based, half open),

BITFEIFRAR—ATCRY>TUEB DASLIZFEEDIDEFA AT HENTEET, LD
MOFEEIZEICIDEDITAIELRIRETT,

TEIA—YMIHEL, 11T interval EEELET,
chr1l8 48573406 48573675 MyGene?2
chrl8 48575045 48575240 MyGene?2

M

\ Vi HaloPlex HS / HaloPlex ARALTHAMERAAF 42



4. Order/Quote( RIEH V{1 EE)

Sure

INUBRDZEEICOSELTIE

BATEDEHMELITSE IS,

SureDesign B ARFEEM Y AFRTEBALIE]
http://www.chem—agilent.com/contents.php?id=1002474

v / /

'\/ VL |

h -
Vi (13

HaloPlex HS / HaloPlex hRABZLTHAMERHAF
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4. Order/Quote( R1E+H V1K 3E)

NRBLYEEIZEDCIZIX. 3DDAELBHBYET . Tt AEABCWITNMMNTRBFLYEEICAY
x99,
JiEA; BiEStep ADTEBEE M S FE T D HEZE.
Order RAVEI)vHILET,

SureSelect DNA (Advenced)  Add/Review Content  Design Complete

it Design Wizard

7B ; Home?J M Designs; Recent and Favorites 0D Sure B
HWNSERET 5T I DorderRAVED )Y ILET, —

b=]
EE

CYtestd_Upload
surebelect DNA | Ordered 18-5ep-2012

“ \ ~ Find = Create D V¢ L l N
J53%C; Fine Designs® 7 MMy Design 27 (£ L<[E oo | B oo y ) )
Collaboration #7) DH D& LT 5T H A2 DAction N e e
HIZ&HB0rder R2VEI )V ILET,

I Download [ & Order

- 15-5ep-20i2
6020241 Test_Collab d : CY H. sapiens 17-5ep-2012 Complets 8 Download | & Order

J

g N,
ure J QU [ HaloPlex HS / HaloPlex ARALTHAMERT AR a4

Actions




2) RIBLYNBERELFT

SureDesign

HaloPlex Order

Design Mame: Halo_test Agitent Technologies

Company Mame

Design ID: 09230-1348%03164 Internal

* Quantty: |1

Sequencing Platform: lllumina .
You are currently logged into

Sample size 48

Design Part Mumber: G%301C the Agilent Genomics website. To
purchase online, you also need to be

registered with that site.

To check-out, click the cart icon, and
you will be transferred to the Agilent

Genomics page. You must be logged in
to see your discounted prices.

Add to Cart Request a Quote Cancel

N ATROTR
sllre \(‘ /! Ay \’\ !

NV QU

Help - Order

Company Mumber

Quantity; JEXT B4 TI) DX VFDEREHRTE
(15 2196 reaction RIGDAEF 2V MEDIHZE ., Z2I&
2% ANLET)

Sequencing Platform; 744 > BtaEFIERLI-TSvE
IA—LAREHSNTNEY,
CHOEETOERILITEEE A

WSample Size; F YD 1XIEHI=YD YT ILEZEFEIR:

Sample size M 48& (X, 1FEFEDS 4TS %
ARG DFEMIZERTHIIEEEKRLET,

HaloPlex HS / HaloPlex WRBALTHFAMERA AR 45



3) Request Quote FRAZF L TS,

SureDesign Help - Order

*Add to Cart RAVIEBATIHIHAWLZITER A, W o Worgroup Name

4) Request quote successful Dy AR
SNET D TClose KA TEAL TESLY,

SureDesign

Desien Mame: Halo_test Agilent Technalogies

Company Name
Design ID: 09230-134890%164 Internal
Company Number

* Quantity: |1 Internal

Sequencing Platform: Illumina
You are currently logeged into

Sample size 48 - SureDesign.

SureDesign shares a shopping cart with

Design Part Mumber: G9%01C the Agilent Genomics website. To
purchase online, you also need to be
registered with that site.

To check-out, click the carticon, and
you will be transferred to the Agilent

Genomics page. You must be logged in
to see your discounted prices.

Add %rt | Request a Quote I Cancel

Request quote successful

G Thank You. Your request quote is submitted. You will receive
2  email which re-confirm this quote request. An Agilent sales

representative will soon contact vou.
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4) RIBBYBRNEESNT=E. A—LDREBELFET,

Z=H A ; Agilent Sure Design
[suredesign_noreply@agilent.com]

A4 RJL; Sure Design: Request for quote for
HaloPlex HS kit received

RAE  THAUERPIVRBELYIKETERTE
W=V E=RE

5) 7L S ERLLTIIMYK WO ERGEEM D
REILYEHEDRT > HiIEN
* I DERDIEFERIIAMNMTSE LS,

Sure

SureDesign: Request for quote

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

Design Details
Design ID: 09230-1348909164

Design Name: Halo_test
Species: H. sapiens

Kit Details

Sequencing Platform: lllumina
# Samples: 48

Quantity: 1

Design Part Number: G9901C

Company details

Waorkgroup: Agilent Technologies
Company Mame: Intemnal
Company Number: Intemal

Agilent Technologies

TAEMEAIE R TR
$6~8:BEMTY,
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Sure

5. BEWLWEHhtEit
 SureDesign (B9 5B R—FBBILVEHERO

TEL: 0120-477-111
E-mail : email_japan@agilent.com

SureDesign [ZRH9 S B EBARCEESLY,
Mg, MEAFD ZERIE, HHEXRICTERIIZI,
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