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Current Status

e 6 FTEs-all finishers

o ABI Sequencers:

» 2 ABI3730
» 1 ABI3130xI
» 3 ABI3100-not used currently

e Robots:

» Beckman’s NX-for magnetic cleanup
» Qiagen’s BioRobot 8000-DNA preps

e INStruments needed:

» REMP-like storage system
» Robot for assembly of sequencing reactions
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Cumulative Sequencing Demand: 2000-2005
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Average number of reactions per lab member
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Number of Finished Bases: 2003-2005
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Number of Finished Bases per Lab Member
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4D/Finch LIMS/BioFinch Pipeline at Wyeth

Wyeth sites 4D ABI Finch Wysecat BioFinch
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Workflow in the Wyeth finishing DNA sequencing lab:
samples are shipped or delivered to Cambridge from all
—alQCALONS
Blue-existing now

-need

Dark green-soon available

Automated assembly
of all sequencing
reactions

Output to
automated
oligo storage

If finished
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Request screen in 4D

File Edit Path  Special Help

m <« <« » = = =R

First FPrew Mext La=t Find Print Save Cancel

@ Entry for

=101 %]

Requestor | E.mail Notes | Seq input | [ Cambndge [*=page has data Status: [FHD 01112006
L Reszults
Mews Request - Scientist: IJanK TUEE For izt _
|BLAST_HOME ~]| Result Type: [Finish |
Request #: I Aezigned To: [Jan - Comments:
) Thiz iz just @ test ;I
Super Group:  [Biological Technologies =] Seq. Project: I m
Group: IBiqugicaI Tachnologies Date Reqd: |EI1."12."EIE EI
Miveth Project: IBi-:-Iu:-gicaI Technologies Discow Matebool : II:I
Email: Ijkieleczawa@uyeth.cnm Page: IIZI
Estension: |531 |331s Ll
® Tube % Plate by Col {5 Flate by Raovwr o data ertrydedit = value
" ' | * zhift-double click in cell
Clones Hewy Clone I Add Clane I Delete Clone I Get Chromatograms: 0.25 Help ’:* click on cell, click title
Clomne # * Clone Mame Frep Meth * Conc. Corniz. Insert 0.5 Type ‘Wector 4" site 3
[l | Obtained By [k ] 0.75 site
S testp Gem3zf-001 | Qiagen O-tips ]| 025 [»] |Agarose Gel+BEtBr [w] (15 [3 1' [*] |pHTOF ] |B=rc 1 [=] -
B testp Gem3zf-002 | Diagen Q-tips ]| 025 [*] | fgarose GenEBr [¥] (15 [3 5 AE [>] |pHTOF ]| e=rc1 [=]
o testp Gemzf-003 | Qiagen O-tips ]| 025 [] |Agaroze Gel+BEBr [»] (15 [x 2' [>] |pHTOF > |B=rc 1 [>]
o testp Gemzf-004 | Qiagen O-tips [x] | 025 [=] Agarose GeBEr [¥] |15 [ o [*] |pHTOF ] |B=rc 1 [=]
o testp Gemzf-005 | Qiagen 0-tips [x]| 0.25 [] |Agaroze GelBBr [w] (1.5 E_I [*] |pHTOF ] |B=rc 1 [=]
x testp Gem3zf-006 | Qiagen -tips [x]| 025 [=] | Agarese GelBBr [=] |2 B :s [=] |pHTOP =] ez =]
o testp Gem3zf-007 | Qiagen O-tips [x]| 025 [»] |Agarose Gel+EtBr [w] |35 [@ 4 [*] |pHTOF ] |B=rc 1 [=]
4.5
5
*5
1 [
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Request screen on the lab side

Edit FPath  Special Help

1| <l = ol el =

First Prew M La=t Find

=N

Sawe Cancel

I=d|Entry for 8913 )

e =10 x|
Lab User IE-maiI Notes I Seq Inpute I I Eullege\rille I = = page has d=ts Status: IBLD 01252006

Requast #: |8913 TUEE Form=t Results
i BLAST_MONE Tupe |Finizh -
Super Group:  [fifomen Health & Bone ] Assigned To: [an ] _ A | I = =] Type | [
Ci nts:
Group: I'I.I'I.I'-c-rnen'ﬂ Health and husculos| Seq. Project: |8913-Rnr1EC-hilliardj | SIS _I
e

Wityeth Project: IRc-rE Date Recwd: 11172006

Scientist: Ibilliar\dj Date Reqd: IIII1.-'1B.-'IJE El
Email: Ibilliaj@uyeth.com DHA Recwd: |n1x12m3 El
Extension: |865 |5-=a|:|3|:| Hotebaak: ||:|
Page: II:I
Htra Oligo=s I Get Chromatograms I € Get CAF file | LI

Process Steps =Itn:IErtE_: ertrygledit 3 v_alue
shift-double click in cell
Clames  MNew Clone I Add Dlignl Delete Oligo I Order NewI Split I Dilute I|Iﬁ0ﬁ0n... =] EXP'E"'ldl ’:* alick on cell , olick title
Clone # | Clone Mame | * Oligo # Status Cowverage Wectar a3 site ' =ite OMA Type * Conc. Insert Conc. Prichrit},l
[ugial ] [kb] Obtzined By
20132 _1 Rori EC-001 122140 [»] |RUN Full Length [d9s] [3] |PEMTR-1A [=] |Hind I [] |#a 1 [3] [Construct [3] | 02 [ |1 [] |Spectre-h[3] |High =
6036 [w] | RUN Full Length [d5] [»] [pENTR-124 [] [Hind Il [&] |#ba| [»] |Construct [»] | 02 [®] |1 [*] | Spectre-Un[3] | High
136554 [»] | RUN Full Length [d5] [»] [pENTR-124 [] [Hind Il [&] |#ba | [@] |Construct [»] | 02 [®] |1 [*] | Spectre-Un[3] | High
i0z0g [w] |RUN Full Length [ds] [»] [pENTR-14 [»] |Hind I [*] |%ba| [»] | Construet [+] | 0.2 ] |1 Spectro- L [¥] | High
0831 [w] |RUN Full Length [ds] [w] [pENTR-14  [=] |Hind 11 [=] |¥ba | [=] | Construet [»] | 02 [»] |1 =] | spectro-L ] | High
a0z34 [w] |RUN Full Length [ds] [»] [pENTR-14 [] [Hind Il [»] |¥ba| [»] |Construct [w] | 02 [@] |1 [*] | Spectra-Un[w] | High
89132 | Rorl EC-D0Z 122140 [»] |RUN | Full Length [dz] [¥] |pET-15b [*] |E=eR 1 [*] |BamH [¥] |Construet [#]| 0.2 [»] |1 [*] |Spectro-n[¥] | High
116026 [w] | RUM | Full Length [d=] [¥] |pET-15b [*] |E=eR 1 [*] |BamH [#] |Construet [#]| 0.2 [»] |1 [*] |Spectro-n[¥] | High
136524 [w] | RUNM | Full Length [d=] [¥] |pET-15b ] |E=eR 1 [¥] |BamH [¥] |Construet [»]| 0.2 [»] |1 [*] |Spectro-n[] | High
20208 [w] |RUN Full Length [ds] [] [pET-15b ] |E=eR 1 [¥] | BamH [¥] |Construet [+] | 0.2 ] |1 ] | spectro-L 3] | High
0831 [w] |RUN Full Length [d5] [»] [pET-15b ] |E=eR 1 [¥] | BamH [¥] |Construet [»] | 0.2 ] |1 ] | spectro- L[] | High
20234 [w] |RUN Full Length [ds] [»] [pET-15b ] |E=eR 1 [¥] | BamH [¥] | Construet [w] | 0.2 ] |1 ] | spectro-Uh ] |High &
L | r
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Examples of various features/reports in 4D

Speual

Help

Users 8 Groups, ..
List Editor. .. i
Conneckion Yalues. ..
Load Gligo DE List=s. ..

Labels..,

mmm—

Report Special Help

— | Special Help

Staff Effort for Perind J

Change to GEL run | Assign to Group | Create File | Notebook Report |

FMAP File Server to P Yolume -T SEnd REqUEStS

Update Wieeth Projecks ] l'.'"."EEH':." F|n|5|'|||'lg &Lah = o

Import wyeth Projects | . Finished Clone Results

Edit '-.-:-.-":.-'eth F:r-:u]ects _ CLlStl:IlTI

Fimmmaacatts St Sty I Make Requests Complete

Zrimer Inventnry.Maintenance GI'I:ILIFI Frnjec Makﬂ REI:'LIESI:S Irll:Dmp'EtE
ample Ssheet Mainkenance

S jogieal Teshnologies | NaTURaL prooUET: B ReSend EMail Natification
awe Lisks, .. 5

Load Lists. .. men's Heath and ... | WOMENS HEALTH DI J

Fix Gremlins. ..
Designate Mac Serwver

men's Health and ...

Rurd

¢ Olign Designer

Tesk Connecking to Oracle DE
Tesk Connecking to Wywsecak host

Fix —E Run =Fr ko Finch. ..
Conktrol CE Run Xfr to Finch
Fix —E Run Chromat IDs=
Sktart Finch ChronJob

Start Wysei—ak ChronJob

Fix Run xFfr ko El1a on FinchDew

Zounk Scientisk Reackions
Sum Bases in Period's Resulks
Zlone Job Duration Report

Manage Maintkenance Shutdowen

rficiaziular and b...

CARDIDWASCULAR

IFMC-BMMR-F--- - DOWOT ADD. WilRUN ON MONDAY with more

| v] Comment | clopel|

IBIg Cye 3 j' # Lanez Decupied: 8

Cth .
[oer = e Rescion | _ oply Special_|

Clear and hove Lip | Create Cordrol | Insert §pacs | Expand |

Flate Clone Hame Migo & | Special | Inst File | ONG (0

Lo Instruct ul i
]
=

|pENTR221_furin
PENTRIZ! furin

| 11&102|ReagemA | n.5| 4
137364 | Reagent A

118_mmp_02
118_mmp_02
118_mmp_02
119_mmp_02

HA

Special Instructions vl

Betaine

DNA Factor: I {1 Feagent A -
Reagent B —
Feagent C

Reagent F

Feagent G

Oms0

B3 % DNA |
dGTP 3.0 9
dGTPI0 & Rea ™
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Find Primers, Examine Repeats and GC
Modules

|

I=d| Find Primers in Ref

Sequence Frimer Search IF"ri mer Design and I:ln:lerl

I Bec o= foo—- o

I;.!i'E:-caminE Repeats = —|O) =] p&== Assigned to: [ 211 Clones I
3 . pEMGDO_TopaTag-0o01 .
-+ I - I

The following thresholds will be used in the analyziz. Pleaze t o ] (Bl e

confirm or edit them. = I -
| Wigww Prior I
F Wiatches: I _I To Clipbo=zrd I

Select 3 Fegion to hilite it Primers

Repaat= FPalindrarmes

Oinuclectides Trinuclectides

-

=
— —
L) =

1 1]

Hormopolymers pinuelsatides - — ALLI Region L_Dir__| %0
non-repests 100 ” I 1§ - a7 ™
- ant i a0
Cancel
I LS BO1 | % T8 -
L
__________ 4rsav oo T 9z —-F r Print Sequencher Filesl
II: & Lirnits:
---------- r / Lower Tm °C: I 54.0 C Min hEtches at 3 BEnd: {l =
: Upper Tm "C Fo.o Hairpin separation: < T
. PP rpin sep
. L I GC% Rangs [ &5 | 4 Base Runs: o[ 4
Stability }I 1.3 diacent Homol Bases: < I T
120659 T e &
140705 7 76 £ z [ (kealzimala) NS <=
dairs:
133757 11 74 B3 TR o Selact Al Add At P
117960 g & IS - 1ens
a7 70 = |l Restore Defaults I Examine Repeats I
107524 12 100 24 L il
130661 12 728 7oe T =TT | ¥ & Schedule Cancel | oK |
Don Koffman, Bharadh Lakshmanan, Aaron Kitzmiller eth
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Examine Repeats Module

o | v e o e | e | e | oo o oo f oo | oo ool ko ko o ko ko po | = | = | — .
|4=-|r_u|ru|—1-|n:n|u:-|u:-|m|~q|m|m|h|m|m|m|h|m|r\_1|—x|D|m|m|~q|m|""|m|m|h‘|m|"‘-‘|

Type
Direct
Direct
Direct
Direct
Direct
Direct
Direct
Irvert
Irvert
Irvert
Irvert
Irvert
Irvert
Irvert
Irvert
Irvert
Palind
Palind
Palind
Palind
Palind
Palind
Palind

Trinucleotide (TM)
Trinucleatida (TN
Trinucleotide (TM)
Mon-repeat DN

Length Count Positions
BB 2 171,174
49 2 1369, 1372
19 18
14 2 27 p12,764
13 2 3p12
12 2 19,402 757
11 2 3471314
21 2 161,162
13 3 134 927 32 7k
13 2 160 225
12 4 1,349 276 127 B42 760
12 21
11 2 24072 408
11 2 16,931 969
11 25
11 2 7 452 750
. 2 161,182
20 2 162,181
18 2 163,180
18 2 164,179
14 2 165,178
12 2 24072 18
12 2 166 177
A1 1 1369
A1 1 1370
43 1 1371
52 1 1369

Sequence

GUAGCAGCAG CAGCAGCAGE AGCAGUAGCA GCAGUAGCAG CAGCAGCAGT AGCAGTAGTA GCAGCA

GELGGLGEEG GUGELGEEGE CEELGELGETD GELGELGEENG GLEECGEEG

GCAGTAGCAG CAGCAGCAG
CACCACCACT ACCAC
AGGCAGTAGT AGC
CCAGCACCAC CA
CTTCACAGCC G
TGCTGCTGEET GCAGCAGTAG €
GTEETGETGE TGG
TTGETGCTEE TGC
GTEETGETGE TG
GLAGTAGCAG CA
CAGGAATTCCT
AGCTTCTGGEE T
GCTGCTGCTG C
CTGGGTETGEE A
TGCTGCTGT GCAGCAGTAG CA
GCTGCTGCTG CAGCAGCAGD
CTGCTGCTGE AGCAGCAG
TGCTGCTGEOA GCAGCA
GCTGCTGCAG CAGC
CAGGAATTICC TG
CTGCTGCAGT AG

GECGGLGEEG GOGELGEEGE CEELGELGEE BELGGLEEEG GLGECEELGE T
GUGGCGEGECGEE CEECGELGEE GELGGLEGEEG GOGGCEECGE CEGCEELGEE G
CEGCGGECGEE GELGELGGEEG GLGGLEELGE CEGCEECGEE GELEEIGE
GECGGLGECG GOGELEEEGE CEELGELGEE GELGGELEEEG GLGECEELGE TG

Wyeth
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Integrated E-mail module

|=dEntry for 8874 . =10/ x| DNA Seq.
Lab User  E-mail Motes | Seq Input | [ Collegeville [*=pagetes aata status: [T OTAZFZ006 Request  w
w
hd

YiewResults | WEBl Interim Save | Clear | Applyta All | Clone

Qi
Clone WANR Completed Status Comment ek
PSPOEN1 4401 PAZE | Fully ds between indicated cloning sites. 5§ muts. Mostly on both ends =l e Gel Run
PSPOEN1A402 011206 Fully d= between indicated cloning sites. 4 muts. Mosthy on both ends _
PSROEN 4404 01205 | Fully d= betwaen indicated cloning sitez. 6 muts. Mostly on bath ends D‘?Ea C:Ewec'l - ABLor ather technical plmhlecTs
Difficult kernplate DMA - requires special conditions
PSPDEN A4D5 1208 Fully d= between indicated cloning sites. § muts. Mosthy on both ends P . q P
: : DMNA concentration is incorrect
PSPOEN1A406 011206 Inzomplete coverage - will update. 4 muatations )
Edited end reads
PSPOE15407 011206 Fully d= between indicated cloning sites. § muts. Mosthy on both ends e L .
Fully ds between indicated cloning sites or region
PCPOE 12401 WINAND3A25M 1 M0AR | 0110006 Inzomplete coverage - will update Lo L .
Fully ss between indicated cloning site of region
PCPOE1 202 UCANDRAEEMN A M0AR | 01A0U0E Inzomplete coverage - will update Incomplete coverage - will update
M Insert not in the indicated position
Email Type |F‘artia||_l,l Completed ﬂ Comment for Biveeekly Report Long paly & tai

Long paly T tail
Mulkiple mukations compared to refseq

Copy Bodyta Clipboard | Iﬁ‘d.l dons. PCPO clones may need new vectar.

Body of E-mail

Please find some clones' results for Request # 8874 in the Results module {on the Files float Mesdmare DNA
Fallette) in the DNA Sequencing 4D database. Mo insett

Mo mukation compared ko refseq
one mutation compared ko refseq
411 end reads are done. They all look the same to me. Region about base 50-60 iz of lower qual  Pleasereplyif mareinfo is needed
to the purification. It will be corrected when using the other strand. Please reply if more sequendng is needed
Poor quality or not enough DM, need another prep

Hi Dharmesh,

Jan Questionable vectar info ar weckar primers did nak wark,
Append to E-mai Sequencer Canclusions for Results Single stranded region - good quality reads
Hi Dharmezh, ~ Traces contain high background
Sequence does not match refseq

Al end reads are done. They all look the same to me. Region about baze S0-60 is of

lower quality due to the purification. i will be comected when uzing the other strand. J Sequence matches refseq but cannot see cloning sites
b4

Sequence matches refseq but is in reverse direction

Wrang orientatian
Wyeth
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Email received by a scientist: Clicking on
WAN# takes scientist to blasted data

reth.com =

bubject: Some DMNA Sequencing resulks For Request # 3874 readw!

Flease find some clones' results for Request # 8574 in the Results module {on the Files floating Fallette) in the DMNA
Sequencing 40D database.

Hi Dharmesh, All end reads are done. They all look the same to me. Eegion about base S0-60 is of lower quality due to
the purification. It will be corrected when fising the other strand. Jan Hi agian, FPSPDAA clones are doen (# 6 has a gap-

ane primer was short-can repeat). For
You may consider to take another batc

looks that we hawve

so it may be Ok WWe are getting news

anythink else. Jan

CLONE

FSFDE1T1A4D1

FSFDE11A4D2

F=FDET1A4D04

FSFDET11A4DS
FSPDET1A4DE
FSFDE11A4DT

FCFDET1A4D1
FCFDE11A4D2

a not perfect batch

WAN

WIAMO3A 250G T AR

WWAMNO3A25H 1WAR

W AMO2A25] 1M AR

W ARNO3AZ5 ] 1AW AR

WAAMNO3AZSH 1AW AR

WEAMNO3AZ25] 1 AWNAR

WEAMOZAZEMN TV AR

WEAMNOIAZSM AR

FD clones most (| used 4 internal) primers worked and it assembles to refseq.
(or from soeone else) this pCDMNAZ 1 wector as it may be not right one. PS It

Edge plates and | see some poorer quality data., but wyou have good coverage

COMPLETED

01 Df0G

Q06

Q06

011 D06
011 D06
01 Df0G

011 D06
011 D06

STATUS COMMENT

Fully ds between indicated cloning sites. S muts
both ends

Fully ds between indicated cloning sites. 4 muts
both ends

Fully ds between indicated cloning sites. 6 muts
both ends

Fully ds between indicated cloning sites. S muts
both ends

Incomplete coverage - will update . 4 mutations

Fully ds between indicated cloning sites. S muts
both ends

Incomplete coverage - will update
Incomplete coverage - will update

tch of plates. | am completing this req. Please let me know if you want me to do

. Mlosthy on
- Mlosthy an
- Mastly on

- Mastly on

. Mlosthy on

Click the Results button to open the Results list window. Use the Search menu and the Search menu item For Reguest

Mumber.. . to find vour results records for the finished clones or scroll through the list. Your results records will contain: 1-

Wyeth
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Example of a report for a specific TA

Project Effork

wlpeth F'r-:uiectl Super Group T herapeutic Area I I Conwert Hours to % Effart

Date From: |1 240105 |EI Belonging To: I’“—LL =1 Req Type: AL =3
Date ta:  [12/31/05 [w] T =L =1 Search
Faw DOata Finizhead 55 Trace Tatal
# Reactions 1715 4284 404 403
Hours 120 B39 32 a1
Staff Therapeutic Area Hiours Type
ALl Biological Technologies 2155 | ALL ;I
ALl Biopharma 1.7 |ALL
ALl Cardiowaswular and hietabolic Diseaseas 135.1 | ALL
AL Chemical and Scresning Sciences 174 | AL
ALl Inflammation 1852 | ALl
ALl Meurcscience 1982 | ALl
ALl Oncalogy 17.7 | ALL
ALl Wiomen’'s Health and husculoskeletal Biolo G238 | ALl
AL Mamen's Heakth and husculoskeletal Biologw 6.2 ALl -
Meurozcience Details

Requestar Super Group Froject Reaction=s Hours

Ftkin=pZ Meuroscience SHh Agonist G 9.4 | =
Zaidom Bialagiczal Technologies Aesh-no0o1 BU = 4.3

bardj Meurosciance MHeurodegenaration 165 5.0
bendercz? Meuroscience Oepres=ion & Snmisty 16 2.3

chandap Meuroscience M2 3 Channel Blocker 128 19.1

chenghk Meuroscience HMEUROSCIEMCE RESEARCH a0 ¥4

a1 Meuroscience Gamma %ecretase Inhibitor BUCOMRAL G 0.2

jianagl Meurosciance Schizophrenia & Bipolar 125 19.1 -

Export File I Frimt I Help I Done I

Wyeth
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Example of lab report for individual

sequencer

Date: 12/01/05 to
Reguestor| Reg#

AMyidorm | BEES
BapatA 5350
carardr | 8302
Dian 5717
DiLAM 8563
ferngn a814
fengg g833
haltlib 5740
hiaow 5653
hlaken 8848
jansoj a640
jansaj a7a7
jansoj a817
keeneyd | 3779
kimberm | 8722

KMarguett 5364

kmmccartt 8739
liuyb 8830
rmastror g735
FatelD 8874
Py agd41
qing a7v72
oy ao 5561
ritacct Be1E
ruzina a7e49
SBenard | 8721
tangx2 8785
tarma aa00
tuckmam | 8771
“Daesety 8775

Surnmary: al regs:
Total clones

Weekly Report for Finishing & Lah
Finishing WWaork: Jan Kieleczawa

1243105

Reqg Type #of clnAct Cln

Rawe Data
Finish
Finish
Raw Data
Finish
Finish
Finish
Finish
Finish
Finish
Raw Data
Finish
Finish
Finish
Finish
Finish
Finish
Finish
335 Trace
Finish
Finish
Finish
Finish
Finish
Finizh
Finish
Finish
=35 Trace
Finish
Finish
53

: 5858

26
16
2
=]
Fl
a8

NSNS

—
o

S D Mm@ e S R @ R

|

4

oo oooooooooooooooooooooooooooo

Sizes
0.4
0.5

1
0.5
1.5

0.75
2

Cow
5' End Read [s
Full Length [ds
Full Length [d=s
Full Length [ds
Full Length [ds
Full Length [d=s
Full Length [ds

0.75 to 1.5 Full Length [d=

2.5
25
1.51t0 =5
1.5
05to1.5
1
0.25
0.5
25
1
1to 246
3
»H
1.5
35

Total crmp regs: 50
Total actv regs: 3

Full Length [ds
Full Length [d=s
Other

Full Length [ss
Full Length [d=s
Full Length [ds
Other

Full Length [ds
Full Length [d=s
Full Length [ds
5'and 3' Ends
5'and 3' Ends
Full Length [ds
Full Length [d=s
Full Length [ds
5'and 3' Ends
Full Length [ds
Full Length [ds
Full Length [d=s
5'End Read [d
Full Length [d=s
Other

3

C
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1
1

e e e Rl o R W Rl (8 R SRl OO R L R O Y-S S Rl N S T O R R o

e clones, 'Cov' = coverage, 'C/A' = completedfactive, 'D-10-C' = days to complete

O-to-CrA A [Comments

Compound 116073 failed on two and was Short on 3 others, 3'SNA
Fully ds between indicated cloning sites. ¥ muts

Meeded just raw data. All worked

Dinly 221 clane Ok. Rest NG

All fully ds.

All done

Incomplete coverage. Strange clones

Lots muts. Done

Ok, fully d=-Bill edited

It was a FINISHED req but | had to switch to Raw-Error

Cuite poar

All fine

QK. Mo mutations compared to refseq

One clone Ok one not

All dane. One clone does not have muts. Best =10 or 1-6 deletion
Fully ds between indicated cloning sites or region

All dan

ALl done. PCPD clones may need new vector.

Fully ds between indicated cloning sites or region

]2

Sorme clone (72573 0K, Rest NG or very poor

Bunch of muts on 1 end + 1 to 5 internal

Cwerall poor data and tons of muts. Poor DRNA

All Ok except for one read

Some clones are good some either no inser or very short
One clone possibly has needed rmutation. 3 do not have

Wyeth |
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Finch’'s new request page

.£ Cambridge Login: jkieleczawa - Jan 11, 5:37 2006 ﬂ
sequencing Regquests > Hew Request
Sysiem Mew Sequencing Request
About
Audmin
Fipelines Request Information Step 1 of 2
RDELIS — .
=—— Request Label: [jkieleczawa_2006-01-11 Location: [<nane> +|
Sequencing DIMA Type: |<n|:|ne> vI DIMA Source: IHDmD sapiens ;I
Eeguests
W e Service: |BLAST_NOMNE | Priority: [Standard =]
Ligllé s "Bill To": .I vI Motebools: I Page: I
Lab
Assembly Mzr Comment: ;I
Sets
Hew Jet _lLI
4 3
Mew Batch
Funs Request Type cant ...

| TTze an interactive plate diagram and sewveral fields to assign sample

Flate Request . .
. information.

T SeEEs | TTse an mteractve tube diagram and sample fields to assign sample

mformation.
Batch Regquest | Eegister multiple plates in a single step.
Upload Request | Tpload sample information wa a tab-delirnited file.

Copyright @ 1992-2004 Geospiza Inc. All Rights Reserved.
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Finch's tube request screen

,£ Cambridge Lagin: jkieleczawa

System Mew Tube Sequencing Request

Pipelines Sample Information Step 2 of 2

Dioanloads
Seguencing
Feguests

Hew Eeguest
Folders

Lah ;
Assembly Mgr  Select Mode: 7 Single ™ Multi -

Sets _
Templaie: L2 . -
T e |pGem3z 2 Folder:] 000_DEFAULT =]

Mew Batch Primer: .IM'ISF C}mm.istr}r:IBD3 ]'

Funs

Comment: I

Vector: |{nDHE> 'I Dimcﬁnn:l*tnl:lne:* 'I Insert Size:|3.2| (Eohy

Lahel: ®[g§TEMPLATESPWELL_ASCTY =l

Add MNew Reguest Feset I

Copyright & 1992-2004 Feospiza Inc. All Rights Reservead. — |
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Finch LIMS-Status Page for Completed Runs

R Search G Favorites A HisEory | Eh- =S

=tics.comfFinch/CM/seqRunListYPage=9;PageSize=25

.-£ Cambridge Lagin: jkieleczawa - Jun 10, 4:4

Fipelitnne Cleatoag

T ector D atabanlos FHreres By Miormile Hrrs by FFreek FHreres By Dvay

e T =1

BEuns Ibexnmns 201-225 af 4659 ( mmoxe | all) Page 9 of 187 Go To: ;ﬁ_;:ﬁﬂmi

L GRe Iierm Label Seguencexr Avo(D=20%) = Feads % Passed End Tiime—

Hew Plate R

RE— nia ABISF30-15105-01 STE 48 100.0 2004-05-12 19:47:51

et nia demso__=100 701 16 100.0 Z004-05-12 18:41:59

Batch Hus nfa deme =100 ST3 1& 100.0 2004-05-12 15:02:03

Worksheets nia ABIE?E0-15105-01< =3 47 100.0 Z004-05-12 01:1<4:25

Reporis nfa ABIZF30-15105-014 SE3 47 100.0 2004-05-11 23:17:07

Beguencing Funs | ABRIZTFI0-15105-014 G93 =z 27.5 ZO04A-05-11 21:12:47

e nia ABIZTI0-15105-014 Tz8 3% 246 ZOo04-05-11 12:21:26

File Tratisfers

- nia ABIE?E0-15105-01< STT 48 100.0 Z2004-05-11 01:01:01
nfa ABIST30-15105-014 DTE 48 100.0 2004-05-10 23:03:27
nia ABIE?E0-15105-01< GE3 =5 B2.6 ZO004-05-10 21:05:19
nfa ABIST30-15105-014 SE2 A0 95 0 ZO004-05-10 19:07:247
nia demao__3100 TIE 16 938 ZO04-05-08 093356
nfa deme =100 TEo 1& 100.0 2004-05-08 05:55:18
nia ABIZFE0-15105-014 20 32 100.0 Z2004-05-08 05:29:27
nfa ABIST30-15105-014 DTT 29 100.0 2004-05-08 03:32:15
nia deme_ =100 T17 1& 100.0 Z004-05-08 02:16:45
nfa ABIST30-15105-014 S2E 31 S8.1 2004-05-08 01:34:08
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Finch LIMS-Instrument Capillary Usage

FPagce 4 of 177

Iexyrns 91 -120 of S04 [ srnoxe |

<= [ oo

Z bases F OZ0

ESEpTATE ET-50-4007
SEATTAED ET-50-4007
BTRBTELT pT-S0-4007
TE4BERET pT-50-4007
12:8531E #1-50-4007
QZREEIET pT-S0-4007
SEeLpedT LT-50-007
B5E00307 L1-50-4007
LERREITT LT-50-4007
BTAB5IET L1-50-4007
TEEpEITH 2T-50-4007
ZIRTSiED B1-50-4007
dhifsie] B1-50-4007

Bpip5i8] B1-50-4007
bEABISET BT-50-007
SEA80ETE B1-50-4007
BERENIET BT-50-007
TORZ0ETH 07-50-4007
BERRSITH 0T-S0-4007
dERLEERI 07-50-007
0TeG5:80 07-50-4007
THAESERN 07-50-4007
Eps0SI0T 0T-50-4007
BERTELET 0T-S0-4007
OFeBpie] 07-50-4007
SEibpill 07-50-4007
BhiTpiTT 07-50-007
paRbEI 00 TT-S0-4007
BERLEATH TT-S0-4007

Cap

of [ 0| 00 o (L0 A0 P 00 O o O O o LD e 0D o O O (A O
o o | | [ o e o o DO O RO O B0
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Finch LIMS-Chromatogram Details

Jun 10, 4:54 2004

Lagin: jkieleczawa -

Srstem
Ahout

2 odimity
FPipelines
REDENDS
Downloads
Sequencing
Eeguests

Hew Reguest
Folders

Lab

= Chromats * Chromat Details
Chromatogram Details [ |
Label: | zzpGem>-008 116080 00 Format: | ABIF
Folder: | 000 DEFATILT Sample I: [nia
Sample Mame: |zzpGem>3-0028 116060 00 Flate Label: [r'a

Instr. Nlodel: | 57350 Instr. WName: |[ABISY=50-15105-014
Fun Staxt: [2004-06&-10 01:27:00 Fun Stop: (2004-06-10 03:24:15
Lane: |1 # Lanes: |48
Spacing: |16 322 Signal Strs: | A=8 C=49 G=458"T=51
Nlobihty: | EE_ 3730 POPT7 BDTwE mobk Mlatax: (r'a

4111000026457 34T

Cominent:

Cuality Graph

el
SE
42
25 % 1 1L O N 11
14

n

Quality

n S0 100 150 200 250 300 S50 400 450 Son S50 00 &S0 Fon o TFE0 sS0on S50 anmn 950 1000 1050053

FPo=zition

—gality valuss mees Q20 pafepance line

Fead Length 10584 & Trimmmed Length 1024 b (pos. 1-1084) Q20 554 L
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Comparison Between 4D and Finch LIMS

Systems
# Feature 4D Finch
01 | Primer Match/Design/Order Yes N/N/Y
02 | No. of Primers/clone 00 One
03 | No of clones/request in tubes 00 24
04 | Plate Submission Yes Yes
05 | Effort Reporting Yes N/Y
06 | Special Conditions Yes No
07 | Stat. data analysis & Display No Yes
08 | Storage of Chromatograms No Yes
09 | Storage of Results Yes No
10 | Contig Assembly No In Dev

Wyeth

Research



Acknowledgments

DNA Sequencing Group
Ait-Zahra, Mostafa

Bajson, Katarzyna

Haines, Lori

Li, Tony

Ulmer, Bill

ERD/PGx
Bernard, Jacob
Sawicky, John

M&A

Projan, Steve

Sookdeo, Hemchand

McColgan, Flo

Travesi, Kathy

All Our Requestors

Andover, Cambridge, Collegeville
Pearl River and Princeton (>300)

4D Development
Koffman, Don
Lakshmanan, Bharadh

Bioinformatics
Atnoor, Deven
Cannon, Tom

George, Jones
Howes, Steve
Kitzmiller, Aaron
Lakshmanan, Bharadh
Lang, Wayne

Morris, John

Geospiza Team

(Eric, Joe, Rob, Scott, Todd..)

Wyeth

Research




	Integrating In-house and Commercial LIMS
	Current Status
	Cumulative Sequencing Demand
	Average # Reactions per Lab Member
	Number of Finished Bases
	Finished Bases per Lab Member
	4D/Finch Pipeline at Wyeth
	Workflow in the Wyeth finishing lab
	4D Request Screen
	Request Screen - Lab View
	4D Features/Reports
	Interactive Modules
	Module: Examine Repeats
	Module: Integrated E-mail
	Interactive BLAST Data
	Report for a Specific TA
	Lab Report for sequence operator
	Finch - New Request Page
	Finch - Tube Request Screen
	Finch - Status Page for Completed Runs
	Finch - Tracking Capillary Usage
	Finch - Chromatogram Details
	Comparing 4D and Finch Systems
	Acknowledgements



