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Getting Started

« Access eArray at: https://earray.chem.agilent.com/earray/

« Log in to eArray, if this is your first time visiting, click Request for

Registration
Agilent Technologies
B eArray j |
User Login

Login Name: ldemo_user@agilent.com

[ Remember my login name

Password: Ioioo‘.oiiiioo‘.oidiio.‘.

Forgot Passward
Request for Registration

GuestView | Login Page | Help

Important Links

= Catalog Gene Lists

= Fuhlished Designs
= eArray Product Page
- System Reguirements

Additional Information

= Freguently asked guestions

= Information on how to do common tasks

= Download DA Analytics 4.0

- Download GeneSpring GX

[

~
The Login Name is

the e-mail address

used to register

¢s and Alerts

Welcome to eArray 5.4!!

here

Agilent Technologies

Get 15%0 off your first time eArray design order




Getting Started

« Confirm that the Application Type is TargetEnrichment

Fuhllic
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If necessary,
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Getting Started

« Choose between two methods for creating a SureSelect Target

Enrichment Set

Benefits Caveats

* The user will only be
able to download the
library details after the
library is completed

* The user will not have
access to a "fate" file

+ Easy, stream-lined method
* The Wizard takes the user from
initiation of design to submission

Following the
Wizard*®

* User can download additional files,

including a Fate file that lists the #

of baits tiled for each target interval

» User can fine-tune the design,
Independent creating and combining multiple bait + User will not be guided
of the Wizard groups with a variety of parameter by a Wizard

settings

» User can easily track the success

of bait tiling for individual targets

during the process of design

When to
Use

When a simple or
straightforward
design is planned

When iterations
may be desired to
get an optimal
design for a
target set

* This tutorial guides the user on how to create a design independent of the Wizard. If desired,
please see the tutorial on how to create a design with the Wizard.

.,
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Terms and Definitions

« Bait:
— A single oligo sequence of pre-determined length (120 \/\/\

bp) that complements a targeted region of the genome

- Bait Group:

— Consists of a group of Baits designed to complement a \/\\//\\/\ NN
single or set of targeted intervals
J \N"\N

— May be formed from baits generated within eArray, baits
uploaded into eArray, or bait search results within eArray

« Library:
— Consists of one or more Bait Groups

— Represents the set of oligos that will be produced for the
kit

Agilent Technologies



Workflow Summary

Examine Bait Group,

determine which targets Combine desired Bait
were avoided and how ‘j Groups into a Library

many baits were tiled (minimum of 1)

{

lSave and Submit Library

Create a Bait Group by
tiling Baits across
target intervals

\, . \,

If desired, create additional Bait Groups,
using additional target intervals or
alternate design parameters @

L Generate Quote

Agilent Technologies



Create a Bait Group

« To create a Bait Group, go to the Baits page, and select Bait Tiling

[ Click on Baits ]

i Agilent Technologies Help | Logout
efrray [.a|

Workspace | @ilaboration Public

Application Type: TargetEnrichment Switch Application Type

Home Libraries Bait Groups:

Click on Bait Tiling ]

« This will bring you to the page where you can define design parameters
for a Bait Group

Agilent Technologies



Create a Bait Group

2. Design Strategy: To use the parameters previously
[1_ Enter a name for optimized for general bait tiling, leave the checkmark on

3. Species: Select the species for which the target
intervals were designed. The Genome Build will

ian i this option. To change the parameters, uncheck this ;
the design job. P g P then automatically be populated by eArray.

option. The next slide describes the parameter changes

that can be applied.

Application Type: TagfetEnrichiment Switch Application Type

Home Librari Bait Groups Baits hty Account
Rait Tiling
Design Options \ Target Details ’
Design Job Name |First Bait Group Species | H. sapiens b |
Sequencing Technology Info | llumina w Genome Build |H. sapiens, UCSChgl8, MCEI Build 36, Marc|
Sequencing Protocol Inio end-sequencing ~ Genomic Target chrX:100003816- -
Design Strategy Infa Use Optimized Parameters intérvals info 100003948 |chrx:1000

Genomic Avoid Intervals
Avoid Standard Repeat Masked Regions Info

Centered Justified
Bait Length 120 bp
Bait Tiling Frequency [nfo i

Allowed overlap into avoid regions Info |2D / | bp ) Custom Avold ntervals o
/
f 5. Genomic Avoid Intervals: \ 6.Submit:
4. Genomic Target Intervals: Either type + Choose to avoid the standard repeat masked regions Select Submit when
in or upload the genomic intervals for the by leaving a checkmark next to this option (based on the Options and Details are
targets to be enriched. Examples are UCSC RepeatMasker track). completed.
provided on a later slide. + Add additional intervals to avoid with the baits by
typing those intervals in or uploading them in the same
ormat as the target intervals.

oo Agilent Technologies




Create a Bait Group

1. Change the parameters: To be able to change these parameters,
first remove the checkbox from the “Use Optimized Parameters” option

/

[] uvse COptimized Parameters
® centered O Justified

120

.]

L~

Design Strateqy Info

Eait Length

Bait Tiling Frequency Info
Allowied overlap into avodd
20

/

2% L

reqgions Info hp

/2. Centered versus Justified:

Centered:

Baits are centered, and
evenly distributed, across
each target region. Baits

may overlap to regions

outside of the target.

Why use this? This is the
method tested most
extensively.

\

(see next slide for visuals)\
Justified:

Baits are first tiled across the
target. If baits extend past
the target interval, all baits
are shifted inward so that

there will be no overlap with
adjacent but un-targeted

genomic regions.

Why use this? If it is
desired to avoid having baits
to any region adjacent to
targets, for example, if
sequencing cDNA.

K‘S. Allowed overlah
into avoid regions:
Centered baits may

[

3. Bait Length: Currently, 120 bp is available as the only bait
length option. All baits will be designed to be 120 bp in length.

J

overlap with regions

adjacent to the target.

In case the targets are
adjacent to Avoid
Regions, enter the

acceptable amount of

overlap with these in
bp. To ensure that
there is no overlap in
any Avoid Regions,
select ‘0 bp’.

(

\

4. Bait Tiling Frequency:

Options include 2X, 3X, 4X, and 5X and indicate the amount of bait overlap. Tiling frequency is not enforced at
target edges. Increasing the frequency will lead to the ability to cover fewer or smaller regions in a library.
2X Tiling: 3X Tiling: 4X Tiling: 5X Tiling:

Target
Baits

Slide 10
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Create a Bait Group

Centered

Justified

/(a) Target region is large (example of 2x tiling)

: target region
|

baits

Centered baits extencﬁ
past interval boundaries, but
have even coverage across

entire region
Justified baits do not
extend past boundaries, but
may have uneven coverage
(eg, see circle where regions
have both 2x and 3x tiIiny

(b) Target region is 2 times the bait length

\_

~N

Design isthe
same for
Centered and
Justified

(" (c) Target region is shorter than the bait length

\
Design isthe
same for

Centered and
Justified

J

Agilent Technologies



Create a Bait Group

Option 2: Upload a file that includes the
genomic intervals to be targeted:

Target Details
J The format for uploading the intervals is as follows:
Species H. sapiens w .
Genome Build H. sapiens, UCSC hg18, NCEI Build 36, Marc o [=]b3
Genomic Target chrz: 1000038 16— a File Edit “%iew Insert Format Help
Intervals Info 100003948 [ chrz: 1000 + Ded Sk A @ =@ &
chrx:10007765-10007844 4
\ chrx:100111356-100111454 =
chrx:100115321-100115393
chrx:100115772-100115842
chrx:100127312-100127561
chrx:100128441-100128546
Option 1: Type in the genomic intervals to be targeted. chrZ:100123035-1001239201
The format for typing in the intervals is as follows: zizifiggiggggg:iggiiggg
chrx:100132207-100132476
chrX:100003816-1 00003948|cth:100004037- chrr:1001512072-10015235%
100004218|chrX:100004314- chrE: 100155272-100155384
100004465|chrX:100004329- Cﬁri 133123 Ségjggigi;ig 3
100004465|chrX:100004804-100004888 IFDrcHeIrp ;jress o —
Each interval should be separated by the | character. If _
there is a long list of intervals, it would be better to use Each interval should be presented on a separate
option 2. line, and the file should be saved as a text file.
When using this option, select Upload, Browse to

find the saved file, and then select Upload File.

Agilent Technologies
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Create a Bait Group

« The status of your Bait Group can be viewed in the Pending Jobs quadrant on the
Home page (see left), or at the bottom of the Baits page (see right)

« To continue, you must be on the Baiis page

1 Apilem Terkssiagies

nhrray §|
Lilirarssg Ban Bips Ha Wy AL o
Apsplic abion Fype: 1 paneidl Tl o
i Mome ©  Livanes B Grups My Accaunt Isplications Eypeo:: Bal petEnnichanedit et Awicolin s
S5earch
& Libsanin (T St Drrsmpnl ) Haita = -
Design Dptions . _  Targe Gotalts - -
. Liby ary Mome: Chisadgns Seis Hsirie i Spacias H. sapiens bt
g _| detsilaed i | Soquencine Toctisdony i | e » frervorryy Buikd H, smpiens. UCST hgll, NCH Buikd 36, Mo
ELI: Lploag Saquancing Pralacalpty | Bnd-agUERSing » Oqln::: Tangel
| Drwigny Sl oty nig =] b Cganmized frasaimte) s i ula I x|
[ - CEnssied  Jusided 1""'_I"""“"'”"""""“""”‘“'
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Bai T Figqigncy g |
s - 1 Cumtom Avedd intervala prg | T
Al o bag nto oyl ) egioms by | g

Wyou v diffeuty deemiosding the desimd gz, hoid down me <G kay uni & Fits Download diatog bos sppears. This byoszses pog-up blockng sofware

Tanching resulls found \

| Fending Jobs Refiash - Yiesal

Semch Ry

Roarch Resulis: | makching mauts ound

BOTIEITE FrztBaltCaoup Comgieted Sl Ting DEFeb- 2000 L Eepblst | ey Sy | Dvamiond | Crole Bl Cipae
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Wwey hirel il oy Giemnlosding (he desred fle, hald-toewn Fe «Chis key il & File Dosrlosd dislog boz appead This bypasses pod-vp blocksng sofware

Maote - Yowr design vesilts wall be venaved frow the svatem 2 weebis after design completion’
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Create a Bait Group

« To view the Bait Group design, click on View Design on the Baits page

% Agilent Technologies

efrray j

Help |

Workspace | Collaboration Public

Application Type: TargetEnrichment Zwitch Application Type

Home Libraries Bait Groups Baits fty Account
Bait Tiling
Design Options Target Details
Design Job Name | Species H. zapiens w
Sequencing Technology o | llluming s Genome Build H. sapiens, UCSChg! 8, MCBI Build 36, Marc|
Sequencing Protocol Inio end-sequencing s Genomic Target
R Intervals Info
Design Strategy Info Use Optimized Parameters
Cortarad Justified Genomic Avoid Intervals
- . .
Bait Length 120 hp Avoid Standard Repeat Masked Regions Info
Bait Tiling Frequency Info iy
[0 custom Aveid Intervals Inio
Allowed overlap into avoid regions Infa [0 | bp
Ifvou have difficulty downloading the desired file, hold dovwen the =Ctrl= key until a File Download dialog box appears. This bypasses pop-up blocking software.
Search Results: 1 matching results found
Job 1D Joh Name Status Lesign Type Creation Date Position in Gueue m Actions
Bl407 162385 FirstBaitzroup Completed Eait Tiling 05-Feh-20089 [E Drelete W viewy Design JDownload | Create Bat Group
N—"

Ifvou have difficulty downloading the desired file, hold dovwen the =Ctrl= key until a File Download dialog box appears. This bypasses pop-up blocking software.

Note:- Your design results will be removed from the system 2 weeks after design completion!

Agilent Technologies
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Create a Bait Group

Mumber of Valid Targets | 8423
Mumber of Baits per Target=s © 4 86

Mumber aof Targets with Baits Designed : 5051

« Toggle between Design Summary, Design \ombor of Bate - 40951
Details, Target Fate, and Bed File to view the Number of Baits removed due to aveids - 2311
details of the bait design (onIy the first 100 Standard Devistion of Bisit Length : 0.0
lines will be presented). Mean of Biait Length : 120.0

Winirmum Bait Length : 120

Maximum Bait Lendgth ;120

| * Fhisd 100 Hines o Balf Tifing Uesign Details for "BHOT14254” _

chel D Tl AT B cne i TAMTERS S TS CTOCTCACAGAGCCTOM O A TTACC TEC AL MGTA T ARG Sl TR A G SO G CTL TL T TE TC T TaAl OO L A G G G AT O T AGTRACGTC AL ATO G L0l AA 120
A R AN e X L AR A AEATGACGARGAGGLT AR TRACG OO TG T AR TRt A TC R ARAC O TRAC AR AT AGGC T SRR CAGCTE TG AL FEAL GAAC ADG T COET TEC TECT 130
FECE ARTRSCT RN e ek CAGCTICT LT W] L SGTE

Fire 100 Hiven of Bl Tiky Design Dotaits for “BUOTHI5"

TARGET che s A4 DT854 a5 TE5T1 2 111 BE I
TARGET cl il SRR SAwe T (= My [
TARGE T e 24000 29- 2400 301 Pz L] 3

| P Sy GovamBeiy  Toumfoe [ st

T e ston | Chasens S || Bt Seune st *
= 1 HHE 2 ARE CEGTT 4234 0 1R +

K D00 DAESERIAS EHOTT AR D T

=2 4 LT PR EHOTTAZEE T lrrs) *

A BT DRSS BT &505E 5 000 '

Agilent Technologies

Slide 15




Create a Bait Group

To download the design results files, click on Download on the Baits page.

|t may be necessary to hold down the Ctrl key until the File Download dialog box
appears

e

22 Agilent Technologies

efrray j

Help | Logout

Workspace | Collaboration Public

Application Type: TargetEnrichment Switch Application Type

Horme Libraries

Baits

Bait Groups by Account

Bait Tiling

Design Options

Design Job Name

Target Details

Species

|H. sapiens w

Sequencing Technology Info | llumina - Genome Build |H. sapiens, UCSC hgl8, MCEl Build 36, Marc|
Sequencing Protocol inio end-sequencing w IG:IIOIII:C Target
i ntervals Info
Design Strategy Info Use Optimized Parameters
Centered Justified Genomic Avold Intervals
=] . .
Bait Length 170 - Avoid Standard Repeat Masked Regions Info
Bait Tiling Frequency Info 2
O custom Avoid Itervals info
Allowed overlap inte avoid regions nfo |~ | bp
T
Ifyou have difficulty downloading the desired file, hold down the <Ctrl= key until a File Download dialog box appears. This bypasses pop-up blocking sofhware.
Search Results: 1 matching results found
Job 1D Job Name Status Desian Type Creation Date Position in Queue Balions
Bl407162335 FirzstBaitGroup Completed BaitTiling 05-Feh-2009 [h Delete | YWiew Desig reate Bait Group

Slide 16
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Create a Bait Group

There are four files included in the downloaded zip:
Example of a Fate file:

| A B C D E
1 |TargetlD Status Target Length Baits Generated
2 | TARGET:chr¥:148476846-148476911 Pass B 1
3 | TARGET:chr¥:46989025-46989267 Pass 243 5
4 | TARGET:chrX:24001129-24001301 Pass 173 3
Torhe- 12604534 152504ARA3  Pace 378 G,
M 4 » ¥ | BaitTiling_fate %] /L [ | m

Example of a BED file:

Bl BaitTiling_bed - WordPad Examp|e Of a Summary f||e
Fle Edit iew Insert Format Help A B c
Dl && M 4 @B By 1 numlnputTargets 8423
— = 2 numValidTargets 8423
browser position M| 3 BaitPerT " 1.86
track name=EaitTiling description="" wvisibility=Z color=0,128,0 usefcore=1 — numBaitrer a-rge . -
chrx 148476819 148476938  BI407162395 0 100+ 4 |numTargetsWithBait 8081
chri 0465832026 046385145 BI407162335_2 1000 + 5 numBaits 40931
chriX (046989086 0469389205 ET407162355 3 1000 + e 6 numBaitsRemovedDueTofvoids 2311
For Help, press F1 UM 7 |lengthSD 0
8 |lengthMean 120
. . 9 |lengthMin 120
Example of a TDT (tab delimited table) file: | 10 lengthMax 120
A | & C D 4 4 » M| BaitTiling_sum %]
1 TargetlD BaitLocation Sequence BaitLength
2 |chrX:148476846-148476911 chrX:148476819-148476938 CTCCTCACAGAGCCTCC 120

3 |chrX:46989025-46989267 chrx¥:46989026-46989145 AGATGACGAGGAGGAT
4 | chrX:46989025-46989267 chrx¥:46989086-46989205 CCCTGAGCCAGAGCAG

Catalslatalel i Malnlsle ke Pt d P Y, Wl T x T b T P Wl m 1T B B
44 » | BaitTiling_tdt ~¥J [ | m

120

- Agilent Technologies
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Create Bait Group

[ Once satisfied with the Bait Group Design, select Create Bait Group

¥ Applcation Typo: TargetFmichmenl - Syitcr apploanen Tipa
Hame Libsmies Bl Geoupy:

Besign Job Spechs LA I |
Badunclog Tothnaliy e | . . Smna T [H. sapiens, UCSC h18, NCBI Bul 36, Marc
Sapusicing Py ofoc o iy !_'_!‘J:lj'!:_s:%\'.l_u_l!l\'-_lri__w mmlnu:nmt |
Eresbim Sarataqy o [ ibse Ciplienized Posasmotors v L ] usioad
« Coediend shdifing Ganoimic Avoid linervads )
van Lenatn o 3 Ao sterwiase oot ke Reglons s
Bt Tilined H edpaetcy i :
bttt —— 1 Carstomn feid bterwads i  iipin |
NBowed ovorlap into aodd regions iy | b
| Subsit § Corcel |

Myl fisve dioulty downloading shedezired Abg, nodd Sown me oCis key ueilil @ FiRe Dovnlo 34 dialod tox sopears This h'mi’!'!:é'!- pop-Up Diptking FoMware.

| Search Hestits: 1 maiching resuiis leaind

[
| Rufresh |
Soh D ::1:.“. " i,_"-I-I s ..-.I.:'Ill s T ._I: Crestion ete :':"I aislon N CHpstis: I- )
BHOTTE2E FralBulGrinas Conpisted  BalTilrg 05-Feb- 2008 HA by | i Do | Loagln Byl Griag

Hefreah

Check the status of the Bait
Group creation in the Pending

Jobs quadrant of the Home page

My Ai el

Litirarias Hail Doy ELET Y
[T TR ) Pk Gmiss 1 Gsir
| Wity Moans;
| Svacie | S ania Wiy
| e v
| s=arch [ Fnset |
| Fending Jobs Buesn  Yiew Al
! Sanrch Reamia: 3 maltehing tngine faund

While waiting for the Bait Group to be created, design additional Bait Groups, if desired

Agilent Technologies
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Examine Bait Group

« Open the BaitTiling fate file in Excel

« Sort the file for Status to identify invalid (failed) genomic coordinates

— These are targets for which the genomic coordinates could not be correctly assigned
« Sort the file for Baits Generated to identify targets for which no baits were
assigned

— In this example, according to the BaitTiling sum file (left): 8423 - 8081 = 342 targets
were not assigned baits; these can be viewed on the right in the BaitTiling_fate file

A 5 | ¢ A 5 C
<—L_numinputTargets 8423 1 TargetlD Status Target Lengtlf Baits Generated
2 numValidTargets 8423 2 TARGET:chrX:114947632-114949510 Pass 0
g ”“mBa'tperTafEhEt_ 2.86 3 | TARGET:chrX:101598384-101598491 Pass 0
T numTargetsWithBait 8081 = 4 | TARGET:chrX:103060664-103060787 Pass 0
>_|numBaits 40351 5 TARGET:chrX:52260569-52260678 P 0
6 |numBaitsRemovedDueTofvoids 2311 SCArA. E 935
6 TARGET:chrX:154002692-154004543 Pass 0
7 |lengthsD 0
8 |lengthMean 120 7 |TARGET:chrX:134674851-134675089 Pass 0
9 |lengthMin 120 8 TARGET:chrX:49190972-49191088  Pass 0
10 lengthMax 120 9 TARGET:chrX:135213958-135214032 Pass 0
S _BaitTiing.sum 453 10 TARGET:chrX:52397077-52357187  Pass

3% Agilent Technologies
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Examine Bait Group

« The BED file can be uploaded into the UCSC browser as an easy method to
visualize the probes tiled across targets of interest

posthion/search chi<:39,708,001-40,188,000 l jU' P size 480,000 bp.

|chl"‘X Cpll.4) 22, 3 24 HAH2s |

chrii So7Seane] FO50E60E]  SoSSA0Aa] FO900008] EEEL EEEE 4paeaaca]  4oeSoesn]  4el0@008] 4815608
et upplied Track
!

Segment of chrX -
with baits tiled
across exons
(target intervals)

Baits

|
UCEC Genes Based on RefsSed, UNiPrBt, GenBank, CCDS and COmparat ive Genomics
it
H - | i

_.J UCEC Genes " Genes
J EefIey Genes BB T
Repeatinl Elanents bd RepeatMasker
J Fepeatias ker IR TN || || 10N |01 [0 0 W 0000 O N 1 11 (S O N N I Y O N | O RepeatMasker
position/search |chiX.39,920,951-39,921,817 | [jump | clear | size 837 by. | configurs
Zoomed in ene cott. 4> [N EERE I | T |
V|eW Of ba|tS j chiri: | Faos11aal Soaz1z6a] E9921506] usasfe;:;;]lied Tigséekmaal SF99216 66| Faoz17ea| S9921G06] Baits
tlled acCross a J UCSC: Genes Based on RefSeq, UniFrot, GenBark, CCDS and COMparative Genomics
UCESE Genes
single exon | rerses ceres RS Genes
| Eepeating Elements bd EepeatMasker
Repeattasker I | RepeatMasker

Agilent Technologies
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Examine Bait Group

A B C D E
1. S.elect target.s not 1 TargetiD Status Target Length Baits Generated
assigned baits in the
Fate file ~— 2 TARGET:chr¥:114947632-114949510 Pass 1879 o
3 TARGET:chr¥:101598384-101598491 Pass 108 o
4 TARGET:chr¥:103060664-103060787 Pass 124 a
2. Upload BED file to the TARGET:chrX:52260569-52260678 Pass 110 o
UCSC browser, and zoom in M 4 » M| BaitTiling_fate %] I | m
on the target to identify the ~
reason that it was provided 3. In this example, the exon on the right is covered by a
zero baits. section identified as "repeats” by the RepeatMasker track, and
design parameters had specified to avoid these regions.
\ Therefore, this target received zero baits. p
position/search chix103,069.983-103060,809 | [jump |[ clear | gize 827 bp.
| e come 2> [N R W W T (W O N BN | SEEEETE W |
=] chrx: | 1850501 86] 185850288 185BER35AG] 1853p50488] 185A5RSaa] 1856685 88] 1858687 08] ‘éaaaaaaal
J User Zupplied Track / } Balts
'-J Uz Genes Based on Eeffedq, UniFrot, GenBank, CCDE and Comparative Genomics
. UCEC Gerges —————— e N e L T e T I T e i T T T T Sy SO AL e i E R
Fefieq Genes } Genes
J Fefieq Genes
Eepeating Elements by EepestMasker
| repeatmasker m— RepeatMasker

If the target is still desired, it is possible to create a new, additional Bait Group
for this target with new design parameters that allow repeat regions. Both Bait
Groups can later be included in the final library.

oo Agilent Technologies

Slide 21




Complete Design for all Bait Groups

Before proceeding to create the Library, complete the design for all Bait
Groups that might be included in that Library

 Reasons for using multiple Bait Groups include:

— To use different design options for different targets
— To include Bait Groups from previous projects

— To maintain separate Bait Groups based on target types; for example, a Bait
Group of chrX exons, a Bait Group for Kinases, and so on

Search Results: 2 matching results found

Job 1D Job Name Status Design Type Creation Date Pasition in Queue Actions
Bl407194606 SecondBatGroup In Queue BiaitTiling 06-Feb-2009 Job 1 af 1 Delete
Bl407162395 FirstBaitCroug Completed Biait Tiling 05-Feb-2009 A, Delete | Wiewy Design | Dovwenlosd

4.5 Agilent Technologies
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Create the Library

1. Go to the Bait Groups page, and
select Browse BaitGroup

2. Place a check next to any Bait Groups that

/

Hiome Libraries Bait Groups Baits

Browse BaitGroup

My Account

should be included in the Library

Application Type: TargetEnrichment

Browse WorkGroup by Category

Create Library _J§ Share |

View Bart Group
—Category
rd
status: [Belect /' 2
Browse Catalog by Category
EI—Categn:;r‘yr Search Results: atching results found
Applications
) Create Lit.rary Mowve
species | Share || Move |
] Bait Group Name No.of Baits Length Folder Status Crue:tt:d Actions
Browse by Folder ] Aemo_BsitTiling 33910 120 Alent_Marketing Locked 26-Jan-2009  Copy | Wiew | Delete | Downlosd
E-ROOT _ ) ) o
':Agilent(:atalog FirstBaitGroup 40931 120 Agilent_Marketing Incomplete 05-Feb-2009  Copy | Edit | ¥iew | Delete | Dowenlosd
Agilent_Marketing SecondBatGrougp &1 120 Agilent_Marketing Incomplete 06-Feb-2009  Copy | Edit | Yiew | Delete | Dovwnlosd
|:| Wizard_Demo 19466 120 Agilent_Marketing Incomplete 28-Jan-2008  Copy | Edit | Yiew | Delete | Dowenlosd
|:| Wizard_Demo_Jdak 40931 120 Aailent_Marketing Locked 04-Feh-2009  Copy | Yiew | Delete | Dovwenloscd

AN
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3. Select Create Library

Agilent Technologies
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Create the Library

Home Libraries Bait Groups Baits

hdy Accoumnt

Select Species: | Select Species w
E.Cali ~

F. heteroclitus -
F. neaformans
caculeatus

cgallus
. hirsuturm
. max

G
G
G
G

1. Select the species g: Efrﬂﬂﬁ%ﬁm's
H
H
H
H
L
L

edrray CortactiSupport” edrray Terms of Use® F hnalogies, Inc. 2002-2009

. annus
agnipapillata

\

.M

. saplens

cwdlgare
. corniculatus
. esculentum

L. japanicus

sativa

.domestica

_fascicularis B

arisea

mulatta

musculus

tectiformis

truncatula

crassa

tahacum

aries

. cuniculus

latipes

mivkiss bl

CoCbFEFE======[

Agilent Technologies
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Create the Library

4. View the Library statistics

3. Provide a Description,
Keywords, and
Comments

1. Provide a name for 2. Set the length
the library for the baits

Application Type: TargetEnrichiment) Switch Application Type

Harme Libraric 5 =EE T Baits My Accourit

Search

Library Name: GP_Demo_Feb0d Length: 120 R Humber of Available Features: 1E66ES

Status: Dratt Library Size: | 55K Show Details Number of Agilent Controls: 70

Folder: Iib‘g I Ie_nt:Marketing__ Control Grid: @ 5775019 Hs 56K TE 120 Number of User Controls: 0

Species: H. sapiens Mumber of Libraries: 1 Percentage Filled: T113766 %
Attachiment: @ Total Humber of Features: 7740 Percentage Feature Occupied: 7113766 %
Description: |Dem0 %1 Heyworis: Ciema g Comments: IMS isa Dema

Bait Group Details |

1 |

SecondBatGrou

[
Fir stBiit Group | v

Fadd)
/ | 7. Click Create |

!!gﬁ-

1 |

/S [Reset J] Cancel ]
. 6. Determine the number of replicates desired per Bait Group.
5. Set the Control Type for each Bait Group. If these Use the Percentage Filled statistic above to help decide on
are not controls, leave the Control Type blank. replicate #, and to monitor the effect of changing the #.

- Agilent Technologies
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Create the Library

( 2. Determine the status for the Library
If the library is to be submitted, it must be set as Complete.
1. Review the Library Details

If desired, replicate #s can be ‘ E—
edited at this time 2t Srﬂ;t v
=)
Heview

(N /

Application Type:  ToagefFaiclimed  Swach Applcation Tyne

Hame: Litwarjen Dail Droups Baits My Aoy

WWEW__HW .
i Litsrary Hatne: |BF_Demo_Feblg Longklc 1 Munmbser of Libeankes: 1
| statue; u:__;_.mz_s_._-j_._-__v | sy Sk . fhaw {alacs Tkl Bumibsan o Fo o5 a1 74l
iF""'E' [gien,_Markeing [ Contrel Grih Q@  esTIset Hs S TE A2 Manmibant of Aol Featis s 1RARS
| H saplend Aftac ket a Huinberr of Aqpilent oty ok i
| Cramel By Dierna Liger D sicripdion: [zerma = Hnnbser o User Coaitrots: a
l Cramed Date: O2iGeEF0E Keywionits: Damo =l Percertaie Filled: TAATEE %
l | Dt W] al: DRGEZ009 Cramments: | This 1% a Dema =] Perceritages Feature Ocenpled: THAXT66 %
| Date Sotimiinz
E

| SaconaUisEaD jv 1 :

0 ottt [ & [ |

s [ A

[ sava [ woven Jll Cancsl |

- Agilent Technologies
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Create the Library

Collaboration

Workspace

[ 1. Provide a comment and click Yes

Public

Home Libraries

Mty Account

Bait Groups Baits

Search

This i a Dema|
Please type comiments here: :

Are you sure you want to continue 7

Yes

2. Provide a comment in the next window
and click on Design check list

Libraries Bait Groups Baits hily Account

Search

Warning : You are about to submit this Library. Once saved no changes can be made.

This iz a Demo.
Please type comiments here: :

Are you sure you want to continue 7
Design check list

Yes

3. Read and check off the Design check
list, and click Done

2] o o s i, b e s o ks i )
U —

| i e g 1 o e s s
1 s i e o b ot B

o b e i e e
T e e ) B i
= i i i il

B o e i e
1w g e s i s — . b gt

B e e e A L L
Bmgmpmn o mirm o -

[EETE——

T L ) e reee—rp—
B B L = i, ot e g

PR 1 4 R et

L | s —— et B . gl e i b 4 g n il ]

By ke
e b

B b e e e B

8 s samp i L b e 0 B am A
T e T e
S P

4. Click Yes to finalize the submission of the Library, making it available for getting a quote.
This is not a kit order, this is only a submission so that the kit can be ordered.

Slide 27
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Generate a Quote

1. Select Browse Library on the
Libraries page to find the Library

Fuilslic

b Appliconien Ty TatgaTmichinen ol Ajgscibin Dy
Home Librories - Qe ie ] Buily

O comear Wt i oy by C ol oy £ -—"E
g o Vewlibrwyles
|
: Dot Format:  [Select R 7 Fitter |
HOr cwene Colalog by Cefegony
|F- Category Saeafch Resis: 4 msthing eouis 1ued
i pphcations
S Spacins | share ff Mava
= e e — "
O BTN s | Gomsions | R j
0 comens by Frltden [} Mievtan, Pl Thengl iy Agienl_Markeling T i 8 10 it | Gatie | Corrronil | Chansss: Cindot Tane
FERGOT [} Eem P Tiing. Library2 Aghert_Marketng  Submited  2len-3003 130 i | St | Do | Chance Corgid Tave
 Agilenk Catalog - - - i
— fgilent_Marketng [C] et ¥zmeut_Lirary Agierl_Wewbeing Submited  O-Fel- 2K T e | S | Doramiom] | (i GOkt i 1vem
[#} o9 Do Frns Agganl Mg Suneited  OE-Fen. 00 120 Wi |t | Detenicns | Thanoe Comeol Tane
[ Stvame J e \

ednny ContactSiopdt prray Terme o Uge: Fal @ Copomighl Agilend Technologies, Ing. 2002-200%

2. Click on Quote

e Agilent Technologies
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Generate a Quote

" Agilent Technologies

efrray j

Workspace | Collaboration

Libraries Bait Groups Baits by Account

Search
Request for Quote
Library Details [ 1. Determine the number of Libraries desired
Library Name: GP_Demo_Feh0d
ELID: 02235Mm

Quote Details

2. Determine the number reactions per library:
A reaction size of 50 means that a single Library
can be used for capture with 50 DNA samples

Quantity Info : |1 | —

Reaction Size Info: a0 w o=

Sequencing Technology nio:

Sequencing Protocol Info : |end-sequencing v|
Customer Details \

Workgroup Name: Agilent Technologies 3. Determine the sequencing
Company Name: Internal technology and protocol
Company Number: Internal

[ cancel |

\[ 4. Click Next

Agilent Technologies
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Generate a Quote

" Agilent Technologies
elrray j

Workspace | Collaboration Public

Home Libraries Bait Groups Baits fly Account

Search
Request for Guote submission complete

Fequest for Quote

Library Details Thankyau. Your request for quaote hias been submitted.

. You will receive an email re-confirming this request for quote.
Library Name: GP_Demo_Feb04 Youwill als0 be contacted by an Agilent sales representative.
ELID: 0228401
Part Number: G3I3IB0C

s, Inc. 2002-2008
Quote Details

Chuantity Info : 1 -

Sequencing Protocol [nfo : end-5egUencing U (I 1 (5 ) ST

Sequencing Technology Info lNumina(Option 0013
Customer Details

Workgroup Name: Angilent Technologies

Company Name: Internal

Company Number: Internal

[print ll Cancel [ Edit Quote Request | submit |

edrray CortactiSupport” edrray Terms of Uses Fao @ Copyright Agilent Technologies, Inc. 2002-2009

Click Submit

Agilent Technologies
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