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.;‘_.

4= Agilent Technologies
ehrray
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Bait Group D {ERL
Baitd7H1 >

-

3. Sequence
. Job NameZAh 3.
1. Library CategoryAYRNA = hAtBait Group® ;;‘E(J;g_y z
C%gt%r%;%;?% CLUSAUE S ilumina® L,°< [
’ AB (SOLID)
Protocolld B 1/
: : ) [CRESNFET,
Home Lraries  Bait Groups My Functions y Account  Data

Bait Tiling

~

tion Type | SureSelect RMA Enrichment | w

BaitLength [120 |v|bp
Tiling Frequency B

Keep only unigue haits @

lumina |w

0Li |pair—end

Sequencing Prota

Library Catedory 3y RMA Capture

4. Bait Tiling Frequency ZAHBLEY,
Default(&2xtiling T9 ,

Target Details

(& Transcript targets ) Genomic intervals

Species | H. sapiens V| Species H. sapiens Learn more

Target File Enter Intervals

Content Type (& FASTAFile @ (O GenBank Accessions B i

File | (=8 ]

Transcriptome

= Agilent @ | H. sapiens hd | Learn more

Upload T
O Custom | |[£82 Intervals [E=
i |
| Submit | o
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Bait Group D {ERL
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AN ZSFTIEX75bp U EDRES THD - EABE,
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)
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Bait Group D {ERL

Bait) 754 >

GE%E’&E#RO b h

BHIDAEMENZMGSE.
NAZZEIRL .
Transcriptome File& & —4
VX %Upload L TTH A >

Home  Libraries  Bait Groups 150 My Functions

Bait Tiling

Application Type

SureSelect RMA Enrichment  |»

G%iﬁ'o )

@—’7‘“} cEARN \

GenBanck®AccessionZ
EDVARAMEANT S,
2=y FDES F
FASTA #—< v T
UploadLEY, 771l
(EziipZ 71 IO TH
5ENDLETTIDTEE
=& LY, GeneSymbolld

Tiling Job Parameters

Sequencing Technology B

Sequencing Protocol | pair-end

Library Category @) RNA Capture
Target Details

\@ Transcript targets

Target File

File | (=

Transcriptome

& Agilent @ Learn more
) Custom | N [

@ﬁ’c‘*%iﬁ/\/o /

N

Content Type (& FASTAFIle @ (O GenBank Accessions @

Bait Length bp
Tiling Frequency @ -zx w

Keep anly unigue baits

O Genomicintervals

Species H. sapiens Learn more

Enter Intervals

Upload | S0
Intervals

[submit | Reset o

N

7.Transcriptome DetailsD A A
STERLELDERLEMESE

8.eArray THR— b L TLVELVEMFEIC

LTTYA 03T BHiFE. Transcriptome

BERLET,

A

E

M_004800
AMOBEEEE
Mh_01 4616
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Bait Group D {ERL
View Design Details (I)

e Bait Group O TH A DB T R 5IZIEK Baits R—TDView Design #2)vo L
F9,

1job found.
Jahk 1D Job Mame ‘ Status ‘ Design Type ‘ %r:ti:ﬁT ‘ P?&‘;ﬂm Actions
Pl test Completed RNA Baittiling 15-May-2012 | NA % lawl Dawnigad|

Agilent Technologies
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RNAEnrichment _tdt 7 7 4 JLDFEER

BaitScore ) =k

1.

HWN

0|00 | | [N B 0 D =

Slide 19

Not masked and unique in genome.

: Not masked but may hit other regions/transcripts of the genome.
: Masked but unique
: Masked and not unique

BaitlD
PI42637058_CUST R
PI4263701 58 CUST_ R4
PI426370158 CUST_R153
PI426370158 CUST_R165
PI426370158_ CUST_R177
FPI426370158_ CUST_R182
PI426370158_CUST_R20
FI426370158_ CUST_R.213
PI426370158_CUST_R_231
PI426370158_ CUST_R.243
PI426370158 CUST_R_255
PI426370158 CUST _R_267
PI426370158 CUST_R.279
PI426370158_CUST_R 251
PI426370158_ CUST_R_330
FI426370158_ CUST_R.352
FPI426370158_CUST_R_364
FI426370158_ CUST_R_376
PI426370158_CUST_R_383
PI426370158 CUST _R_400
PI426370158 CUST R M2
PI426370158 CUST_R_ 424
FPI426370158_ CUST_R_436
FI426370158_ CUST_R 448
FPI426370158_ CUST_R 460
FPI426370158_ CUST_R 473
FI426370158_CUST_R_ 485
FI426370158_ CUST_R_ 487
PI4263701568 CUST_R509
PI4263701 58 CUST _R521
PI426370158 CUST_R.533

/

Sequence Chromosomallocation  TargetlD StartPosition IEiaitScore _l
CTTGACGACAAGDT GACAAAATCCCCTCCA] 2439338 gh| T1 25901 |T125680 1 2

TCCCAGTGTCCTTT GAAT cgacttoottttttottttt oi| 731 90453 | ref| MA_000275 3 40 2

CGAGGACGTGGTGEGTCOTCTGGTGoGAAA gil 781 90458 ref|NM_000978.3| 100 2

GOTGTAATCAATTGTGCTGACAAD AT AGGAC gil 781 90459 ref| N _000978.3| 160 2

GEEATCAAGGEACGGEDT GAAC AGACT TCCC o 781 90458 re f| MW_000878. 5] 220 2

ACAGTCAAGAAAMGGC AAACCASAGDT CAGAL oi| 781 90459 ra f| M_000878 3] 280 2

CAASGAMAGTOAT AZCGT ASAMAGAT GG 2| 781 90459 re | MM_000978 3] 340 2

GTOATAGT GAMD AAT AAASECGEAGAT SAME o 781 90459 re f| M_000978 3 400 2
trtttttettettettettttttttt got ggoogtoasT GGGGGET Tt gilt 628490| gh| AAOE5955.1 | AADSE 11 2
GCCTGTGTTCCCAGT T AAAGAAGASGC AGT gl 629480 gk AA0E5955 1 |AADSE Kl 2
CCAAGATGEACCAGAGASGLCAAACAACCT (gt 629480 gh| AADEE955 1 |AADSE 131 2
TGAAGAGGAGAGGEGCTGCGCTGLCTTCTG gilt 629490| gh| AAOESSE5.1 |AAQEE 151 2
GATGTGGGT GO AAGACTGATTTACTGT GO gilt 629490| gh| AADSSS55.1 | AADEE 251 2
CTCTTCCACTCOAGGASAC AGSCGOCACTTIg 629450 oh| AADESEEE 1 [AAOEE 31 2
GEACTTCCGGoGEETGACGLGLOCGGEETTC o494 72820 raf| M_00 535 2| 1 1

CCoCGGEoTGoEoACAGLTOGEOGCTCOTTC 248472820 ref| MM_00 535 2| 110 2
ACCEECAST AGAAGAT GET SAAMGAMNT AN 249472820  ref| M_00 538 2] 170 2
ATGCTACTCAGGAAGAATTGAAAAAGGCTT A gil49472820  ref| Mh_001 538 2| 230 2
AT AAGAACCCAAAT GAAGGAGAGAAGT TTAA 2493472820 ref| MM 001 5382 280 2
Ctgatgcaaagasaagggaattat AT GAC AAAGGAGG! gil49472820| reflNM_001 539.2| 350 2
GAGCAGGTGGCGGTTTTGGOTCCCCCATGE gil49472820| ref|N_001 539.2| 40 2
gasggatgnagagagasaggagagotaaii AT GT TGT A gil494 72820  ref| N 001 539.2| 470 2
AAGACTTAT AT AATGET GO AAS AAGALAACT ol 45472820 re f| MW_001 535 2| 530 2
AATGTGAMSET AGAGGAGET AMSAMMSSAGE oil 459472820 ref| MM_001 535 2| 580 2
CTGEAMT GO AAAT AAGAATTCATCAGAT AGG 2il45472820 ref| MM_00 535 2| G50 2
CATGEAST GO AGEGE00AT GEEEASC GEAT 249472020 ref| MM_00 538 2| 714 2
CEEAASEANGAT AGTTC Gagagaagasasttttags 249472820  ref| Mh_001 535 2| 774 2
AGAT GECCAGAMSAT AACATTOCAT GGETGAL gil4947282 0| ref| M_00M 538 2| 834 2
CGATATTATCATTGTGTT AGAT CAGAaZzaco: gil4934 72820 ref| MO0 535 2| 84 2
CCTTTTCATGTGT ATGGACAT ACAGCTCGT Tgil49472820| ref|Nh_001 539.2| 954 2
ATCTACTCTTGACAACCGAACCATCGTCATC gil49472820| ref|Nh_001 539.2| 1014 2

Agilent Technologies
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W9 BaitScore xR L E£J,
BaitScoreM4MBaithH (L. 1) E— b+
BRI THLFAREENBELDT, THA
NOBRNTHIEEHELET,
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BaitScored =N L TETH A

=
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Loepim iR I ) I S o R e

RNAEnrichment_tdt ZExcel CH &, BaitScoredZBN L= 7M1 ILZERLE T,
I KIZ, BaitiD&SequenceD AT LEEL. TDMDAH S LIFHIBRLET,
BaitiDZSequenceD A S LD IT7AILEZ TRUIY TFAMELTREFELET,

A B

o] D

BaitlD Seguence
PI426370M 58 (CTTGACG
PI426370M 58 (TCCOAGT
PI4263701 58_{CGAGGAC
PI4263701 58 CGCTET AN
PI426370158_CGGGEATC A
PI426370158_CACAGTC A,
PI426370158_CCAACGAA,
PI4263701 58_CGTCAT AG
PI4263701 58 _Cttttttttttttth
PI426370158_ CGCCTGTG
PI4263701 58_{CCAAGAT
PI4263701 58_CTGAAGAG
PI4263701 58_(GATGT GG
PI426370M 58 CCTCTTCC
PI426370 B8_(GGACTTC
PI426370158_CCCCCGGEJ
PI426370158_CACCGGECA)
PI4263701 58_CATGCTAC

SCAAGCTC gi|438339|;
LTCCTTTE gl 781 8045
5T GGT GG g 781 9045
CAATTGTgi|7819045
LGGEACGE gl 781 8045
WGAAAGGE gl 7818045
WGTOATAC gl 7818045
GAACAAT g| 7815045
pritttttttttae gil 629490
[ TCOCAGT gt 628490
LGACC AGA gill 628490
LAGAGGGEE gl 628490
5T GO AMC gill 628490
SCTOCAGE gl 628490
GECGGGE1gl4947282
TGCGOAT, gil4847282
5T AGAAGA gi| 4847282
CAGGAMG 24947282
COAAATG gi|4547282

PI426G3701 55_CAT AAGAA

40

Chromosor TargetlD  StartPositic BaitScore

EIL L O T o et e B e s e B T e v 0 B o e e B o S e

Loeaw IR R ) I SRR T e

A B C D E

BaitlD _|Se Cuence

PI426370N 58 COTTGACGACAAGC T GACAAAATCCCOTCCATCC
PIA2637M 58 CTCCCAGTGTCOTTTGAAT coacttootttttictittttcog
PI4263701 58 (CGAGGACGTGETGGRTOCTCTGGET GUGAAATTCH
PIA2637N 58 CGCTGTAATCAATTGTGC T GAC AACACAGGAGCT £
PI4263701 58 (GGGATCAAGGGACGGCTGAAC AGACTTCCCGC T
PI4263701 58 _CACAGT CAAGAALAGGC AMACC AGAGCTC AGAALAL
PI4263701 58 (CAACGAAAGT CAT ACCET AGAALAAGAT GGogtatttc
PI426370M 58 (GTCAT AGT GAACAAT AAAGGCGAGAT GAAAGGETT
PIA263701 BE_Ctitttttrttttt ittt oot oooogt oo o T GGEGEET TCT G
PIE2637M 5B (GCCTETGTTCCCAGT T AAAGAAGAGGC AGC T GG
PI4263701 58 _(CCAAGAT GGACC AGAGAGGCC ARAC AACCT GAGK
PI4263701 58 (T GAAGAGGAGAGGGGCTGCGCTGCCTTCTGATGH
PI26370N 58 (GATGTGGGTGCCAAGACT GATTTACTGT GCCCCH
PI42637NM 58 CCTCTTCCACTCCAGGAGACAGGCGCCACTTCCC
PI4263701 58 (GGACTTCCGGRGGEGETGACGCGLCCGEGET TC GG

Agilent Technologies




B L=~ b —H X T 74 )LDUpload

Baits—Upload
00wy

Home  Libraries = Bait #ffoups My Functions =~ Wy Account  Data Application Type | SureSelect RMA Enrichment | w

Bait Upload Details .
Species% Create New Bait
Library Category (3) RMNA Capture AR GroupZ#ER L
Species: B | Select v| Upload Type: (O Upload Baits Only @
Remave replicate baits from upload B (® Create Mew Bait Group B | 4 |
Bait Precedence: (&) Overwrite matching baits Upload File: | EE
© Skip matching baits File Format: @ | Select \ | ERL-4 TRY)
. . . YT7TXX+T74
C lupload if baits alread t i .
() Cancel upload if any baits already exis File Type: B |Se|eu:1 JLEER
Length: | 120 bt | Tiling Frequency: | Ex
File Formatld
/ MINIMAL Typeli
TDT%#
THAUICERL
f=Tiling Frequency
AN

oo Agilent Technologies

Slide 21



B L=~ b —H X T 74 )LDUpload

Home Libraries Bait Groups Baits My Functions My Account Data

SureSelect RNA Enrichment

Bait Parameter And File Details

Library Category (&) RNA Capture

Bait Parameter Details Bait Upload File Details
Species: info | H. sapiens A Upload Type: O Upload Baits Only Info
Remaove replicate baits from upload Info & Create New Bait Group nfe |Oncogene-Score123
Bait Precedence: & Overwrite matching baits nfo Upload File: BaitScore_excluded b
@] Skip matching baits nfo File Format: |nfo MIMIMAL
O cancel upload if any baits already exist EEclve: Sl
Length: [120 v
Define Uploaded File Columns ]
Preview
[paitip |Sequence

PI426370156_CUST_R_1 |CTTGACGACAAGCTGACAAMATCCCCTCCATCCAGCAGCCGGACCTTGCAGAAGAGGACCCCGTTCACGAAGGGAACCGCAGTCAGCT
PI426370156_CUST_R_141 TCCCAGTGTCCTTTGAATcoactcotiittctittcc g0 CGTTCAAGATGTCGAAGC GAGGACGTGETGGETCCTCTGGTGCGAAATTCCGGATTT!
Pl14263701598_CUST_R_133|CGAGGACGTGETGEGTCCTCTGETGCGAMTTCCGRATTTCCTTGGGTCTTCCEGTAGGAGCTETAATCAATTGTGCTGACAACACAGG =
PI4263701568_CUST_R_165|GCTGTAATCAATTGTGCTGACAACACAGGAGC CAAAAACCTGTATATCATCTCCGTGAAG G GGATCALGGGAC GG CTGAACAGACTTCCC
PI4263701568_CUST_R_177 |GG GATCAAGGGACGGCTGAACAGACTTCCCGCTGLTGGTETGEGTGACATGGTGATGGCCACAGTCAAGALAGGCAMCCAGAGCTCA!
PI426370158_CUST_R_189 ACAGT CAAGARAG AR C CAGAG T CAGALAAAAGGTACATC CAGCAGTGGTCATTC GACAACGAAAGTCATACCGTAGAARAGATGGCOt
From the lists below, select the most appropriate label for each column.

| a

| 1L} ] >

My uploaded file contains column headings

[pload || cance |
Upload L =7 F X I~774\ —\
JLMD4%BETTIZHeaderh b %
BEIE. CZEYYvY UploadZ&2 ') v ¥

Agilent Technologies
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T RTO Bait Group D THA VDFET

o TATTYDERKIZADHIZ. VEDDSTATITVIZANBDFEDNDT RTDBaIt
GroupDTHA VERETIEET,

o HEHMBait GroupFVEDDXDZA T YIZANDT—RELTIEL:

- B 552—7y MEEIIRH LT, BRATHA UEHZHRELEE
- BOMIFT TIZTH A > LTUL=Bait Group%. #FIEDBait GrouplZMzf-L\GE

- A=y FMEEHDAR A TDEWZELE T, TNEFNIEILL -Bait GroupZ{ER L 1= 5
&, BIRIX. ChrXDexonfElE & X F+—YICEHET 558EE L&,

Search Results: 2 matching results found

Job 1D Job Name Status Design Type Creation Date Paosition in Queue Actions
Bl4071 94606 SecondBatGroup In Cueue BiaitTilirg OE-Fekh-2003 Job 1 af 1 Delete
Bl407162395 FirstBaitCroup Completed BiaitTilirg 05-Fekh-2009 [, Delete | Wiew Design | Dovenlosd

4.5 Agilent Technologies
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Library D {ERK
Library[C At 5Bait Group®;#E1R

. e R 2.0&EDDS54TS5YDFRIZANBBait GrouplTF v I v—0 %

L Bait Groups DA~ %9 ) v, ANTER, R4 FOBHEMAMT60ERA L, T5— LB YET
Browse BaitGroup/Search& 7 1) v DTARL FERDTBENSDY ET
4 L THM®DBaitGroup # &% BT W o

Sureselect Target Enrichment View Switch Application Tvpe

Home Libraries Gait Groups Baits Wy Functions Iy Accgdnt Data

Bait Group Name: |mu|t| Folder: |&gi|ent_FieId | h ||:|Inclucle subfolders
Keyword Info : | Length: |t]2':I | T |*
Advanced Search [¥]

Status: |Se|eu:1 | / W

No.of Baits Length Folder Status Created Date Actions
132481 120 Agilent_Fisld Locked  27-Mar-2011 Copv | View | Delete | Download
MuliELIDZ 26302 120 Agilent_Field Locked 04-Apr-2011 Copv | View | Delete | Download
MutiELID4 402810 120 Agilent_Field Locksd  04-Apr-2011 Copy | View | Delete | Download
i--tlJurtlELID‘ 42004 120 Agilent_Fisld Lecked  04-Apr-2011 LCopy | View | Delete | Downlead

I 7 T

[ 3. Create LibraryZ92 v %

- Agilent Technologies
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Library D {ERK
Species®&EiR

Home Libraries Bait Groups Baits Iy Functions My Account Data

Search

Select Species: H. sapiens |£|
.S

H. vulgare m
L. corniculatus
L. esculentum
1. &MFE(species)d |_—" L japonicus

> . ) . L. sativa ) ) g
JE*R eArray Contact/Support: e&rray Te M. domestica t Agilent Technologies, Inc. 2002-2011

M. fascicularis
. grisea

M. mulatta

M. musculus
. tectiformis
M. truncatula
crassa

. tabacum

. aries

. cuniculus 2. Next
.latipes

.myEiss ;Eo U ‘ya
. gativa

. balsamifera
glauca
.infestans
marinus
patens

. promelas

. sitchensis
P.taeda
P.tremula

P trichocarpa b

R TIEEMEDERICK HE VT
HYFEHEA,
TRTT7OLY FRNEQCHMDaY FO—)L
NEMENET,
FEDUpgradelZ@ T 1=-FRE T,

TUOODODODIDDO0O000 ==

- Agilent Technologies
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LibraryM{ERL Library®E& 1+

2. BaitD{E & #&ER

1. 2475 D% (RFE[E120bpDH)
#RE

3.WEICIKHLT
Description, Keywords,
&ECommentsZAAH

Home Bait Groupg Baits My Functions My Account | D3z .-i.pplica'nT'g.-'pe|SureSeledTargetEnrichmentv

Create Library : Library Category: Standard

Library Name: | | Species: H.sapiens Length:
Status: Draft Folder: |Agilent_Field v
Description: ‘ ‘ Comments : ‘ ‘
Rachment: @ Keywords: ‘ ‘
FATELZS B
0
ﬁ/"%\ . atistics
ﬁﬂil{(b 5h Humber of Libraries: 2 Humber of Available Features: 1114
\ )
HhYET, Total Humber of Features: 115500 Enable Library Set:

% Occupied before auto replication | : 99.03 %

Bait Group Details | Library Creation Details

'~ Biological SureSelect Target Enrichment Bait Group(s)Number of Bait Group(s) Selected :3 b
Click Add to select bait aroupis). . Remove
Select Bait Group name ‘ Replicate =
0  MutiELD3 [1 |
O MultiELID 4 1 . . |
O : : 4. R4 F®DBoosting#
MultiELIDS 1 “ o s
BIR (RR—D8])
w

Agilent Recommended Boosting:
) Maximize Capacity (%) Balanced () Maximize Performance

| Create il Reset J§l Cancel |

- Agilent Technologies
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Agilent Recommended Boosting

Maximize performance - F¥ TFvPEHARKIZH S &K S(ZeArrayh H@xt
MHIEAA MEEZEBMICHEZLET . N MNEEASBENICREIND 25D,

BHEORAL P IL—TH#FE-oTCLibraryzE®ld 5L EI2, XA MTIL—T &I
Replicate Numberz AR5 EMTEEHA, F¥ TFvIXREFRKIZHY

FIH. XA FOELSKIBICIEMT HIEENHLIDT., FENBLETY,

Balanced - eArray7.8%F TMaximize PerformanceTTERAIN TV =RA k
RERBAETT, "M FMOLIHIEEENMLF Yy T FYHFELMELFETH.
FEROZBFEIFEFEMLEEA, Replicate NumberlFAATEEE A,

Maximize capacity - DAL ~JIIL—T&FE->TlibraryZ2ERT 5 & EI(C
. AAALT=Replicate NumberiZE DT, FIRATE2HEABMETRA i %iE
PIHEETY .

Bait Group Details Library Creation Details

- Biological Sure Select Target Enrichment Bait Group(s)Number of Bait Group(s) Selected :3

|

Click Add to select bait group(s).

Select Bait Group name | Replicate

WueL LS

O WubELps

O uusELD: 3
O uusEls

<

Agilent Recommended Boosting:
) Maximize Capacity (® Balanced (O Maximize Performance

| Create | Reset il Cancel |
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Library D {ERK
% Occupied before auto replication

% Occupied before auto replication
THA U LzBait 7o LY FEEEM D > b O—/LBait
DA, FHETAIEELGEBaticaH 5ENE
) THA > L1=BaitD#H12,000DFE. > bO—IILRA b
70% & AT-£Bait¥h'57,7507%: D T
12,000 / 57,750 = 20.8 %

FICHEYBRLE#ZEE LG E EIZE, ZKBait¥E T
BB (ZReplicatonshE 3,

Agilent Technologies



Library D {ERK
54 735) DFEMEHES

Bait Groups Baits My Functions My Account  Data .-'l.pplicatinnT'g.-'pe|SureSelec‘[TargetEnrichmentv

Edit Library: index-500kb  Library Category: Standard
Library Name: |in|:|ex—50l]kb | Species: H.

Base CoverageM R
WY Calculater R VEIUVI LT, 4T3 UDE—7y bH A4 %5
BL, BELET., 22—y FARIZ&Y, HRREBLBEEATHY ET

Status: Folder: |
— xr <

B DTTEELEEL,
Description: \ | Comments : 1-499 kb, 500kb-2.9 Mb, 3 — 5.9 Mb y
Attachment: @ Keywords:

Library Statistics:
Number of Libraries: 1 Humber of Available Features: 35177
Total Humber of Features: 57750 Enable Library Set:
Base Coverage (Mb) B rot calculated m HNumber of Unique Baits I : Mot calculated

% Occupied before auto replication B : 4.46 %

Bait Group Details Library Creation Details

'~ Biological SureSelect Target Enrichment Bait Group{s)Number of Bait Group(s) Selected :1 |
CalculatelRA &0 w03 5L . ,
= - - = _ Click Add to select bait group(s). | Remove Add
TROESI25—4y b4 XHEENTEREAET, &
Select Bait Group namy | Replicate =
i — _5 ¢ . . . .
0 Indecinoutonoie [ Option. Maximize Capacity %
BRLTNBBE, i
Library Statistics: RepIICatea)#l’EljJ
Number of Libraries: 1 Number of Available Features: 55177 N N .
Total Number of Features: 57750 Enable Library Set : M\E'E‘ ?‘i)h'j@ Bait Group )
Base Coverage (Mb) 1 : 0.166740 Humber of Unique Baits [l : 2444 %;7% (,) 5& L @*ﬂé%%

% Occupied before auto replication Bl : 4.45 %

|

SZ aln
Agilent Recommended Boosting: GE®EIE1)

(& Waximize Capacity () Balanced () Maximize Performance

En =3 EE

- Agilent Technologies
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Library D {E Rk
5475 DftMlEHEZELI-#&. Save

1. Library@Status # & HE
54 735 1) %SubmitL 7= ULMEEIEL. Complete 4R,
FEERY L8N H 5155 (E. Drafth ReviewZ E IR

Draft : Save?f:ﬂEﬁJZ\
ENEEREETY,
Review:7—% 4 )L—
TAUN—IE. 2D
4 75 1) MVersion
ERTEET,

Bait Groups Baits My Functions

Edit Library: Index500kB  Library Category: Standard
Library Name: ||HIZ|EX5E|UKE| |

Status: Draft bt
Diraft i

Status: _Draﬂ | P
Description: el - F{EViEW ?%ﬁ?;gjis\fce%%?
© [Review Complete = ~AIRE T M
F SubmitlE SN TLVE

Attachment: @

() ﬁ%—ea—o j

Library Statistics:
Humber of Libraries: 1 Number of Available Features: 54930
Total Number of Features: 57730 Enable Library Set:
Base Coverage (Mb) B : 0166740 Number of Unique Baits [: 2444

% Occupied before auto replication 1 : 4.88 %

Bait Group Details Library Creatian Details

'~ Biological SureSelect Target Enrichment Bait Group{sjHumber of Bait Group(s) Selected :1 8]
Click Add to select bait groupis). | Remove
Select Bait Group name ‘ Replicate =
[0  indexinput-500kb |1
2. Savex ¥V Uvy

| €

Agilent Recommended Boosting:
) Maximize Capacity (& Balanced (O Waximize Performance

| save il Reset il Cancel

Agilent Technologies
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Library D {ERK
54 751 DOSubmit

1. Library@Status & HE \
54 7351 ZSubmitL7=LM5EIE. Complete iR
LT. SaveLZE 7,

ication Tvpe
Haome Bait Groups Baits My Functions
Status: Draft b !

Ciraft b

Edit Library : ) i
: Fewview

Library Name: oy

Complete
Status:
Folder:
Attachment: Keywords:
% Occupied before auto replication nfo : 4.88312 % Number of Available Features: 54930 Number of Libraries: ii
Base Coverage (Mb) lnfo : 0.166740 Number of Unique Baits lnfo: 2444

Bait Group Details Library Creation Details

= Biological SureSelect Target Enrichment Bait Group(s)

Number of Bait Group(s) Selected 1
Select Bait Group name

O index-input-S00kb 1

Click Add to select bait group(s). R m

2. Save&®1)wvy

Enable Library Set:

—g

Agilent Recommended Boosting:
O Maximize capacity ~ (3) Maximize performance

| save ] Reset | Cancel |

: B Agilent Technologies
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Library D {ERK
Library®Submit®D =17

2. WEaAY FEANL, Design
[ L BEBIAYREAAL, YesEL Uy check list& 5 Y v %

Home Libraries Bait Groups Baits

Home VP BaitGroups  Baits  MyFunctions  MyAccount  Data
My Functions My Account Data
Seah Warning : You are about to submit this library to Agilent Manufacturing. Once you save it, no changes can be made.
Warning : You are about to save this library with a status of Complete. Once you save it, no changes can be made. my design
my design

Please type comments here: :
Please type comments here: ;

Are you sure you want to continue?
Are you sure you want to continue?

Design Checklist

3.54TS)THAUICHI->THDEEL
AEFEATEOOATHET, &7
EXEFzvIL,. OKBELFITYY
T—PZANT DoneZV vy
MKRR—IBHE

Didyon:
M= ——

Library successiully submitted.

4, CZTYes #OUv9TdE, SATSVERMET L, submitEhFxzd, SubmitLi=514 TS5 %
ERRICA—F—F B5=ICI1F, RORELYER (quote) ITHEHFT.
SubmitL =21+ TldLibraryZz A —4—LfzC &IZIERY FE A, BT RDquoteDR T v THRBETT,

Slide 32
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Library D {ERK
DesignlcH->THEEEHE

ﬁﬁﬁf@,:yhu—»\\
FHELTH, Baitd
REHCIREES AT EA
FEDUpdateD =8 1=
arvhka—J)LE LTREAILIZLY
Bait GrouplZ2 WL\ T

Did you:

[] Review the custom guidance decument for your application? Custom Design Guidance ? AV hA—ILDEREE L,i'd'y
[] Include the necessary controls not already incorporated in the design?
[] Include the appropriate baits that target the appropriate species and genomic intervals?
_ o B R T, BaitRIE
Check the quality and form (e.g. length, Tm, etc.) of any uploaded baits in this library? M
O ed ty . (e.0. leng ) Y tploade y 120merCEETH Y
[] For yourintended use, include only those uploaded baits for which you agree to take full responsibility? BALYTIEBREIZEDET
[] Include the appropriate bait groups with the correct baits? BEIZITHhNET,
[] Fill all of the unused features in the library that you wanted filled? }
[ Include the required technical replicates and/or experimental replicates?

[] Create a design that works with your sequencing equipment, kits, and protocols?

Bait GrouplZReplicate Number% \
BRELEEEICIK, EUL
RYRLEIHZERELTLEANE S M
BEMZR L EL, Maximize
Performance % ;&R L 1=154&. Bait®
HEXGREILBEIMIC
REiESNET, j

FREFELTWVWE S —4S U ADHE
E7ORaADRESNTNE I LR
BLTLEELY,

" Agilent Technologies
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QuoteD{ERL
RiE+H YikiET SLibraryd:#EiR

1. Libraries OR—SFH 1) wh 2. Library Name(—&#8 THOK)FE =&
Search Library 22 1) v % ELIDTR#E® UiKEE L fzL Libraryx 3 —F

Home W8 Bait Groups  Baits My Functions My Account .i.pplicationT*.-'pe|SureSeIedTargelEnrichment'

Search

Library Name: Folder Name: mi Y IV | ™include subfolders
Species: [ ] selectand Add ELID: Y] uptead
Design Status: @Al O Active O Obsolete Created by: l:l
Created Date: From: | = To: | = Containing Bait Group: l:l Select and Add
Keywords: I:l Length: All v
Library Type: All v
[search |
14 libraries found.
Status: [Select M| Filter |
[Share | Hove) 1 2 e Last
il | Library Mame & Folder Mame Library Type Status Created Date | ELID |Length ‘ Actions
[ | index-500kn sgilent_Field Normal Draft 15-May-2012 120 Edit| view| Delete
[ index-8iib-input Agilent_Field Normal Submitted 25May2010  9291%% 120 order Library | View | Downlosd | Publish
[  index-input-11b Agilent_Field Mormal Submitted 14-Apr-2010 528085 120 | Order Library | View | Download | Publish
[] indexinput-21b Agilent_Field Normal Submited 14apr2010 §28987 420 Order Library | View | Downlozd | Publish
[ | index-input-300kh Agilent_Field Narmal Complete 05-pr2010  3278%* 420 view| Delete | Submit| Download
[ index-input-4ib Agilent_Field Marmal Submitted 12-Apr-2010 3280?0 120 Order Library | View | Download | Publish
[ | index-nput-500kn sgilent_Field Normal Review 05-Apr-2010 120 Review | VieW Delete | Download
[ index-input-500kb Agilent_Field Normal Submitted Q2Aug201g 035784 op o
O mdex—fnput—SDDkb Agflem_Ffeld Mormal Submith 2 E*ﬁ-’b Uﬁiﬁj’é%{ j% U éE*Rs 9__ T “j? 7_7 &Ah’c
[ index-input-5Mb Agilent_Field Marmal Submi Ordel’ lel’al’y’&'b U “Jb
[ Share | Move |

- Agilent Technologies

Slide 34




QuoteD1ERk
Library Rk % Y BEORMERE (BTS4 TS5 U BEEIC L ZBRELD
=)

QOrder Library Help

Library Design Information 1. Ei?éﬁ'f 75 U 0)#“} I‘@ﬁﬁ&%i

Library Mame: index-input-500kh
ELID: 0357641
Species; H. sapiens

2. THA U LIEARE Lx Y FDBait#i &
XY TFv -7y A XERELET,

Length: 120
Order Details B—iy A XIZ&Y Xy FOFESE & Mg
: ity NRESDT, ZEELEWMESESATSY
Library Quantity:
T EERLLELET,
umber of Unique Baits 1 2444
Base Coverage (Mb) B 0166740 }

. . 3. V=K UARTH/ATOER
Sequencing Platform: __| & 7
Reagent Kit ;}Sx: O xT2 . (BRERNAX ¥ TF v (XA L= F
Autornation kit [ HiSeq,MiSeq (GADIGFEIL E B b DFER
' ' < L DI %S
Sampls Size: THA[EE) & SOLIDIZH )

Customer Details \

Woarkgroup Mame: Agilent Technologies

4. RRA P T—=IK X)W TLT—ILHIXT2) %
L<LEZEBMEX A (Automation Kit) Z:ER,
HRBLXY FDY A XPO—HVRFH/O9—

[2&>T. BRTZLWMEELHYETS

Company Mame: Internal
Company Number: Internal

5. 1%y b&HYOY Y TILEEER:
sample size M 16& (&, 1FEEDSA TSV %
169> TILOBITIERT S &%
EELET,

~{ 6. Next®S U vy

Agilent Technologies
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QuoteD{ERK

Library® v FRIEDY YiKFEDreview & Submit

Review Order

Jfary Information

index-input-500kb
0357641
5190-4806
GOg11A
H. sapiens
120

Likrary Mame:
ELID:
Library Part Mumber:
Reagent Kit Part Mumber:
Species:
Length:

Order Details
Likrary Quantity: 1

2444

0.166740

HiZeq

XT

Mumber of Unigue Baits W
Base Coverage (Mb)
Sequencing Platform:
Reagent Kit:

Automation kit:

Sample size:

Customer Details

Warkgroup Ma chnologies

Help

Request for Guote submission complete

Thank you. vour reguest for guote has heen submitted,
Youwill receive an email re-confirming this request for quote.
Youwill also be contacted by an Agilent sales representativa.

Bs, Inc. 2002-2008

Your quote is placed successfully

FIE@EOAAIZEY., v FORBELNEEIMIZRE
ShZFET, £/ Library Detaillzie#shTINS
ELID A, S4TS5UFxy FrOIDEEERYET,
REEELERTI DT, &7
COEEDPrintZ{TlLy, RELCEXLY,

Slide 36
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[Back] [ Cancel ][ RequestaQuote | mg:&ﬁﬁﬁ LT
Request a Quote%
2997
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QuoteD1ERk
Library® v FRIEDY YiKFEDreview & Submit

Review Order

Library Information ’{ff I~ U)&btg < -~ ELlD&tﬁE& & 7’; 2 TZWJ-E?o
Library Name: MultiELID-test3 ZDOPFITIE., S0334455h%
ELID: 50334455 vy FeHOELIDERYET,

Library Part Mumber, 5190-0407
Reagent Kit Part Mumber. Mot Available
Species: H. sapiens
Length: 120

Order Details
Likrary Ctuantity: 1
Mumber of Unique Baits B 138501
Base Coverage (Mb) 10 2.288819
Sequencing Platform: HiSeq
Reagent Kit: XT
Automation kit:

Sample size: 16

Customer Details
Workgroup Mame: Agilent Technologies
Company Mame: Internal
Company Number: Internal

. ] [Back] [ Cancel || RequestaQuate | EI@'%LIb_raryO)
WFPrintE o) v4y NEZEBERLT
LT, BEOFT) >k Request a Quote &

ERECESL, 2099

53 Agilent Technologies
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7oL bEAEXS L CITBRYFRNERTEEL, S
Rt YERBEDRT — FHIEA

BREMBIIF IRV 6~-8BRTT,
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SureSelect7T— 2 fHTEFOBUIldICET 5FE R

R — o HIZLkDFXF v TF¥DNAD L= oo T7—3 %
Reference Genome sequencelZMappingd 3[R(%. FHT 3
Reference Genome Sequence®Buildé., 7oLV MAREEBT B+
TF¥E2—4y FOMEEHRZETRIBED 7 7 A ILDOBUldB—EHT 5 & 5
[TEFE LTS,

eArray TH7HR— kL TLYEGenome®BuildiEkiE. XR—CE#SHEL
TLEEELY,

2 (ZHumMman®iHZE . eArray TIX2010E58 1 HDFE A Thgl8A 5 hgl9
[ZBuildA I Y EH>TWLWEY, SALBLURICAFLIBEDT 71 ILH
V3154 . MappinglZlZhgl9dmBuildZ HFELV 2 &Ly,

FA TV EVNDIER LIz 6 HEWMEEIE, SR—DFBDAETHE
BTEET,

Agilent Technologies



eArrayRYER— kL TWWE45/ L 2012F58KH 1/2
(BuildiZTEELS SV

£k H. sapiens, UCSC hg19, GRCh37, February 2009

XA M. musculus, UCSC mm9, NCBI Build 37, July 2007

I bk R. norvegicus, UCSC rn4, HGSC Version 3.4, November 2004

oA X C. familiaris, UCSC canFam2, v2.0, May 2005

Ly b UCSC bosTau4, Baylor build Btau_4.0, October 2007
HLLIE

UMD UMD3.1, UMD build UMD _3.1, August 2009
=ty N G. gallus, UCSC galGal3, WUSTL v2.1, May 2006
>33 /AT D. melanogaster, UCSC dm3, BDGP Release 5, April 2006
#R R C. elegans, UCSC ce4, WormBase WS170, January 2007
HIFBR  S. cerevisiae, UCSC sacCer2, SGD, June 2008
“HHEF  S.pombe, NCBI Build 1.1, February 2002

4.5 Agilent Technologies
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eArrayRHYR— kL TWE45/ L 2012F588H 2/2
(BuildiZTEELS SV

PSERFLR A thaliana, TAIR 10, November 2010

A R O.sativa, IRGSP5, June 2008

T hTHIL M. mulatta, UCSC rheMac2, Dpse_2.0, January 2006
X—FEtv bk C. jacchus, UCSC calJac3, WUGSC 3.2, March 2009

A S H O. latipes, UCSC oryLat2, NIG/UT MEDAKA1, October 2005

¥J5274v<a D.rerio, UCSC danRer7, Sanger Zv9, July 2010

Agilent Technologies
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4 75 ) e B DORER
BZELEWS 4TS5 1) DSearch

.';‘_.

-4+ Apilent Technologies

efrray ‘p|

Workspace Collaboration

Libraries Bait Groups Baits My Functions Wy Account Data

Search

® Libraries L 4] Bait Groups O Baits
Library Name: | |
Species: | | Select and Add
ELID: 0279351 | Upload

| Search [ Reset |
AN

Home® 4 J TLibrary®Search
ZERL, ¥—FLEWSA4 TS Searchz Y v ¥
JDBRMELIDEAALET,
ELIDIXEEED"0"HANT S
BENBHYFET,

Agilent Technologies
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75 YR B DR

54
54751 DView

SureSelect Target Enrichment 2

Baits

Home Libraries Bait Groups Iy Functions My Account Data

Search

Library Name: | | Folder Hame: |.c\|| | - | include subfolders
Species: | | Select and Add ELID: |02?9351 | Upload
Design Status: ® a1l O Active O Obsolete Created by: | |
Created Date: From: | 1o | = Containing bait group: | | Select and Add
Keywords: | | Length: |'°\” | - |
Library Type: }"‘” | - |
Design Format: |SEIEd | v | Status: |SE|Ed | T | m
Search Results: 1 matching results found
|:| oncogene-plus Agilent_Field Supplemental Submitted 0E-Apr-2010 0279351 120 View | Quote | Dewnlead | Publish

/

RNBEZHEBL =L \Library®
Viewas 2 )y 9 LET

- Agilent Technologies
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54 75 Y e ORE

View Library : Library Category:

Library Name: 101027 _Gtargets Species: H. sapiens
Status: Submitted Description;

Folder: LSCA_JapanSupportSpace Comments:

Attachment: Keywords:

GPL Identifier jnfo : ELID: na0gaz1
Humber of Libraries per 5lide: 1 Humber of Slides: il
Humber of Agilent Controls: 70 Percentage Filled by 5elected Bait groups: 0.545892 %
Humber of User Controls: ]

Base Coverage (Mb) Info : 0.018360 Humber of Unique Baits |nfo : 247

Bait Group Details  J Design Creation Details §  Library File Details

Other Design Creation Details

Created by:

Created Date: 1002712010
Date Modified: 1002712010
Date Submitted: 1002712010

Human®DiF&. 201054A308B AT S hgl8

Create Date #HERLFT, <
e 20104E5 8 1B L4 S hgl9

- Agilent Technologies
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SREWEDHE L
e eArraylZd 58 KR— FERLEHLERDO

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

SureSelect®eArraylZB T 2B EBATRCZS LY,
. MEIFD CEMIE., HHEERICTEKRIIZIL,

Agilent Technologies



