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Overwew

- Our faC|I|ty

Decisions |
«'Why 'would we want'a LIMS?
. What do we need It to do for us’?

Implementatlon
‘ Features
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- NAPS Unit
DNA Sequencrng FaC|I|ty

'~4O OOO sequencrng samples processed per year
e 'Core-prepared ! 101} - |
(el sert prepared |

. Drffrcult template troubleshootrng

>500 users
Instrumentatlon“
Aol

= 3730 :

Other serV|ces (Fragment Analysrs RT PCR) |
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'Why L IMS?
e Customer-driven

» The never endlng quest for cheaper ‘
' sequencing.. | ’

» Acquisition of B30

‘e'/Address dual- platform data generatlon (I\/Iac PC)'

r Increased throughput capablllty requwes more |
| eff|C|ent sample tracklng system ,
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OU r | C r iteria

On-line request submission & data retrleval W|th‘
automatic email notification |

Chromatogram V|ewer o ellmlnate prlntlng”

Ablllty to re process samples (Charge/no charge) I

Reports

¢/ |nvoicing
%/ Statistics

Secure log-in
Flexibility to customize & expand

NAPS Unit - Michael Smith Laboratories
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————

¢ Budget

¢ Logistics —where do we start? ‘
I8/ ACcess toan in-house programmer to develop thrs’> o
+ Contract out externally? ..
« Commercial source?

« Timeline

NAPS Unit - Michael Smith Laboratories
| University of British Columbia |l




. Budget
e US$L0K for system + server! |
~» Yearly maintenance contract. -

Server
e Our responsrbrllty to marntarn

+ “Out of the Box” LIMS

NAPS Unit - Michael Smith Laboratories
/|, University of British Columbia el




Customizing

NAPS Unit - Michael Smith Laboratories
/|, University of British Columbia el




Configure DNA Sequencing Request Form

WARNING: Always contact dnaTools when using this form!

You can easily loose your database configuration by using this form.

Check ltems to be included on the DNA Sequencing Request Form

Bottomn of Page

1. Select a Table Header for the Table type Sequencing Request Form
(Select an icon to view Image)

(O Table Header 0 | © Table Header 1 | © Table Header 2 | O Table Header 3 | © Table Header 4 | © Table Header 5 | (O Table Header 6

(0 Table Header 7 | © Table Header & | ' Table Header 9 | ©© Table Header 10| © Table Header 11 | C Table Header 12/| ' Table Header 13

() Table Header 14| © Table Header 15| (O Table Header 16| © Table Header 17| O Table Header 18

2. Select Data Fields

Select List Values

All Data Fields are text boxes except as noted.

vestigator E Principal Investigator (Text Box) [ Principal Investigator (Display Only. [ ]
)

Read from Accounting DE)

- Difficulties (Select List) | [] |Sample Location ﬁ Sample Status (Select List) E Department

Select if Sample Status was Configured.

| Ligation_mix W
NAPS Unit - Michael Smith Laboratories

W

/- University of British Columbia



Going Live - FINALLY

University of British Cohumbia
DNA Sequencing Laboratory
Room 419 - N.CE. Building
21215 East Mall

Vancowver, B.C. V6T 174
604 822-4570 voice

604 822-3437 fax

Login to dnal IMS

Create Login Account for dnal IMS

Forgot Your Login Information?

NAPS Unit - Michael Smith Laboratories
- University of British Columbia




NAPS Unlt Plpellne

Request
| Subm|SS|on |

epa Uder-
' prepared " prepared

Sample Check-in

L=

| 'Reaction’Log | Tl fid

W Sam.ple Sheet| /| Process Run/Folder| ./
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Sequencing Request Submission

Select the Sequencing Tvpe.

Service Requested:

MNAPS-Prepared
User-Prepared
core-Prepared civorraoanis T T - User-Prepared

Sequencing | Yiew orDelete | Retdeve | Change
Fiequast Fiequast Fiezulkz Pazzword

Login Sequencing | Yiew orDelete | Retriewe | Change
Page

Menus Fequest Fiequeast Rezults Pazzward

Login
| Menuz | g age

NAPS-Prepared DNA Sequencing Request Form A 2 User-Prepared DNA Sequencing Request Form

Speed Chart /PO Number: || | I Speed Chart / PO Number:
ddnes B

I

Dry (gel ready)

Wet(requires drying)

Wet (NAPS cleaning)

,

O Learn More $ Learn Mare

Template DNA Type Primer  ©leam More Sample 1D. Purification Method Chemistry

Index Eil FilL2x Clear
¥ vy ¥

Eill  Clear Eill Clear
- - - -

Select v Select v
:Select Select V|

: Select ¥ Select hd
BAC Select |~ i
v

Name Conc. ngiul| Size bp Name Name Conc. pmolul

Tndew EillFill 2 Clear Eill Clzar Eill Clear Eill Clear Eill Alternate Clear Fill Clear
¥ ¥y ¥ v v - - v - - - ¥ ¥

Cosmid

|
Genomic : : Select Select v
821;’ Select .. |

Plasmid : Select |+ Select v

NAPS Unit - Michael Smith Laboratories
University of British _COIumbi-af




~ Reaction Log (core set-up)

Reaction Log

O Display Log @ Update Log O Export Log O Import Log Reaction Logs
O Delete Log -Feb1-17288xls A
With values entered To file in TO-UNIX O Download Log f-Feb3-111050.xls

e ekl bl f-Feb3-13294 xls
Scloct Reaction Log | eb3183933xis
ect Reaction Log | rop6 1700495 v

l Clear - Submit l

| CheckReadyto-Run | [ CheckNoDNA | [ Check No Primer |

Clear Clear Clear

[ Fill DNA Type | [ Fillbp | [ Fill DNA Conc | [ Fill Primer Conc | [ Fill Buffer | [ Fill Chemistry || Calculate |

Total Volume Chem Mix
10 ul |- |{ DNA Vol for Plasmid=  |200 ing/ul / dna conc) ( Primer Vol = Primer Amt |5 pmol/ P-Cone ) |- |3 l

Total Volume Chem Mix
(DNA Volfor BAC= 800 ng/ul / dna conc) = . . .
10 ul ( Primer Vol = Primer Amt |10 pmol ' P-Conc )| - |4 l

Forel Volume DNA Vol for PCR 15 100 bp / dn. Chem Mix
10 ||| (PRA Volfor bpx pg/l00bp dnaconc) | o . o Vol = Primer Amt[5 lpmot / P-Conc)|- |[3 b

No Feaction

INA Ty, NA Y B
Primer | Status DNA Type DNA Vol Chemistry

| Chanway,

[ |imported |NAPS-Prepared | Ctaris Invalid

Chanway,

imported |NAPS-Prepared Chis

Chanway,

imported |NAPS-Prepared Chais Invalid

Chanway,

imported |NAPS-Prepared Chais 45DOWN Invalid

Chanway,

imported |NAPS-Prepared Chis

Chanway,

imported |NAPS-Prepared Chais Invalid

NAPS Unit - Michael Smith Laboratories
|, University of British Columbia




~ Create Sample Sheet

Select Sequencer and Plate

[ Clear ] [ Submit ]

Select the Comb/ Well Plate size.

Select the Sequencer & Id

Sequencer Machine ID: |2~

to Create Sample Sheets using the New Version-2 Data Collector.

Sort samples by

‘ Reaction Log

Req#
Time

Mone
Order

User

Frimer

User, Primer

Frimer, User

User, Primer, Reg#

User, Reg#, Primer

User, Sample, Primer

Chemistry

Sample Checkin Date

Sample Checkin Date & Service Requested
Service Requested & Sample Checkin Date
Furification Method

Service, Purification Method

NAPS Unit - Michael Smith Laboratories
|, University of British Columbia




~ Sample Sheet Creator

Sequencer & ID: 2730-2 Sample Shest: 8758

Flate Date: :T:eb SEDD‘E_! { M D Y 2000 200 20000) Plate Name: :T:éb_-S_ED_DE»

- |[A | cesceieez Sample Sheet Creator

Index, Rec#, Sample_name, Primer, User, Date, Senice, Chem, Order#

Well Plate

* 134594 CBA1 T7 wilson.erica Feb-6-2006 NAPS-Prepared na 5314 e
*2 34586 KY3 T7 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

* 334598 KY4 T7 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*4 34600 KY7 T7 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

* 534602 gfp1 T7 wilson,.erica Feb-6-2006 NAPS-Prepared na 5314

*6 34604 gfp3 T7 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

* 734606 C3H1 TV wilson.erica Feb-6-2006 NAPS-Prepared na 5314

* 8 34608 C3H2 TV wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*9 34595 CBA1 SPE wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*10 34597 KY3 SP6 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*11 34539 KY4 SPE wilson,erica Feb-8-2006 NAPS-Prepared na 5314

*12 34601 KY7 SP6 wilson.erica Feb-6-2006 NAPS-Prepared na 5314

*13 34603 gfp1 SP6 wilson,.erica Feb-6-2006 NAPS-Prepared na 5314

* 14 34605 gfp3 SP6 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*15 34607 C3H1 SP6 wilson,erica Feb-6-2006 NAPS-Prepared na 5314

*16 34609 C3H2 SP6 wilson.erica Feb-6-2006 NAPS-Prepared na 5314

*17 34623 R13K-A145-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320
*18 34624 R13K-A145-2 T7 fonseca,bruno Feb-6-2006 NAPS-Prepared na 5320
*19 34625 R13K-A145-3 T7 fonseca,bruno Feb-6-2006 NAPS-Prepared na 5320
*20 34626 D114P-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*21 34627 D114P-2 T7 fonseca,brunc Feb-6-2006 NAPS-Prepared na 5320

*22 34628 D114P-3 T7 fonseca,brunc Feb-6-2006 NAPS-Prepared na 5320

*23 34625 D116E-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*24 34630 D116E-2 T7 fonseca,brunc Feb-6-2006 NAPS-Prepared na 5320

*25 34631 D116E-3 T7 fonseca,brunc Feb-6-2006 NAPS-Prepared na 5320

*26 34632 Y117F-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*27 34633 Y117F-2 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*28 34634 Y117F-3 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*29 34635 N17E-1 T7 fonseca,bruno Feb-6-2006 NAPS-Prepared na 5320

*30 34636 N17E-2 T7 fonseca.bruno Feb-6-2006 MAPS-Prepared na 5320

* 3134637 N17E-3 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

* 32 34638 D116A-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

*33 34639 D116A-2 T7 fonseca,brunc Feb-6-2006 NAPS-Prepared na 5320

* 34 34640 D116A-3 T7 fonseca,bruno Feb-6-2006 NAPS-Prepared na 5320

* 35 34641 D116N-1 T7 fonseca.bruno Feb-6-2006 NAPS-Prepared na 5320

StartNumber |1 | Stop Number|6 Button Help File
| Loading Protocol Help File

System Message i|ﬂSE!I1 Maode

=

Tell - 6

=

T " H g 0w

Step 1. Exclude any unwanted samples

[ Exclude Samples or Well ][ Un-Exclude ]

Manual Insert

Step 2. Pre-position any samples

Step 3. Position Control Samples

o

[ Control Sample ]| pGem/CP1

Step 4. Load by Order Number | b I

[ Swap ] [ Remove from Plate ]

Step 5. Swap or Remove Samples from Plate

tep & Select the Loading Protocol

Step 7. Load the samples into the plate |\, - == "~

Vertical Even
Vertical Odd Then Even
To Exit, And not make the sample sheet. []| FirstVertical 48

—— 5 econd Vertical 43
Horizantal

Step 8. Submit or Clear




"~ Process Run Folder

[ Clear ]

| Submit |

Plate 669

Select Rerun to put requisition back in Queue.

User

Sample

Primer

Size

Conc.

C omments

zhao tichan

pTOPO-CnAlP2

MI5F

1500

100

|GreatSEquence

zhao tichan

pTOPO-CnAlP2

MI3R

100

|GreatSequence

zhao_tichan

ATP2Z-Pwull-A

P2R2

10

|GreatSequence

- signal trails

zhao tichan

ATP2-Pvull-A

10

|Sh0rt Sequence

- signal trails

zhao_tichan

AIP2-EcoRV-C

10

|GreatSequence

zhao tichan

ATP2-EcoRV-C

10

|GreatSequence

zhao tichan

ABI3-Hpal -B

10

|GreatSequence

zhao_tichan

ABI3-Hpal-B

10

|GreatSequence

zhang mary

pTREHADEF-2F

100

|OI( Sequence - signal trails

zhang mary

pTREHADF-2R

100

|GreatSequence

rhang marvy

pTREHADF-3F

100

|GreatSequence

zhang.mary

pTREHADEF-3R

100

|GreatSequence

zhang mary

100

|GreatSequence

zhang marv

100

NAPS Unit - Michael Smith Laboratories
/- University of British Columbia




Sample Re-Runs

Plate 664
Select Rerun to put requisition back in Queue.

User Well-ID Sample Primer Size
martinmorgan [664-1 Al [14-1 FP1 5000|2
martin morgan |[664-2 Bl [15-1 FP1 5000|2
bechberger john|664-3 C1 [Cx43 Ps 1149
bechberger john|664-4 D1 |Cx43 P3 1149
parlc ji 664-5 E1 |HSPP2 0
parle ji 664-6 F1 |SPSE 0
parlc ji 664-7 Gl |SPSS8 0
o'hara liisa 664-8 H1 |pGem 1

Rerun Samples

[ Clear ] [ Submit ]

Select Buttons

Customer MName Sample | Primer | Free Berun [ Charged Rerun

o'hara liisa pGem |CP1 ® (8]

NAPS Unit - Michael Smith Laboratories P
- University of British Columbia aRa




Data Retrieval

Select a Button to download ALL corresponding files listed in the results table.

Sequencer Output Phred Output
Text Trace Fasta | Qual Phred | SCF
[ Text] [ Chromat ] [ fasta ] [ qual ] [ phred ] [ scf]

To download individual files:
Mac: Hold down Control Key, Click Mouse. Select Save Linked File As_ .
PC: Right Mouse Click, Save Link As...

[ Clear ] [ Submit ]

Gel Number 669

2 | Download | Vi Sample i UID Date Phred Q20
Text pTOPO-CnATP2 1840|Feb 3 2006 phil gual 389
Chromat fasta scf

Great Sequence

. pTOPQO-CnAIP2 1840|Feb 3 2006 plul gt 15
Chromat

, Great Sequence
fasta scf k-

NAPS Unit - Michael Smith Laboratories
Al University of British _COIumbi-af




dnaTools Viewer

Display Results for 669-28 pTREHAZ-9-3E-pTRERe

3730 Chromatogram
| Utilities | NextN | Find... || Data | Screen | H[1|¥| v[2 |~

LCLCGGGGE LT CTCTAGT A LCTGAC LCGAGCTAGA AC ATGTAC ..

&5 70 75 at a5 an ot 103 105
pTREHAZ-8-3R-pTRERe
669-28.ab1 F W | 1378

|‘

Ny 1]

| Sequence Text?][ Phred Sequence ][ Clear Text Area ]

Use the text box to Copy contents to the clipboard.

NN GANAN CCGEEACCGAT CCHGCCTCCOGCGGCCCCERA TTCRAGCTCOGGTACCCOEGEAT CCTCTAGTCAGCT G

NAPS Unit - Michael Smith Laboratories
|, University of British Columbia




Alternate Viewers (freeware)

‘FinchTV (Geospiza) 1 Sequence Scanner (Applied ‘Biosystems)

™ FinchTV - FO7_pGWB3-GUS-R_027.ab1 f3equence Scamner

[ L — File Edit Trace View Help
File Edit View Help

= = R - = BHEBSF 208 @ (ANCHCRTEMH SetTabkeyto: ' D @ 2
ffa = }}__|'~'@;;Geosp?ia e

® @ Pagelofl

Go to Base No Find Sequence

1ails  SortBy [Trace File Name v ¥ Scaling: © Individual O Uniform

File Tasks A
NNN NN TG NT GCCCNCAG G CCGT CGAG ATTT TTT CTA CA A 5 ot s
0 o - WW h“i
Reports o
. BF07_pGWE3-GUS-R_0; [IBG07_poWE3-GUS-Rid!
Show Repers

i FO7_pGWB3-GUS-R_027.ab1 £
C:\Documents and y GWE: R_027.ab1

Coordinates [y} | 223980 |

! s G il 2 250 500 50 7 580
-

il IS mmﬂ - m

Analyzed Raw Anlyzed+Raw | Annotation  Sequence EPT

abl G07_pGWB3-GUS-R148_026.ab1 £

C:\Documents and y Unit\DNA 07_pGWB3-GUS-R148_026.ab1
Cordinales 1) | ]
_H AAGGGAGCCTGACAT TCCCCAGAACATCAGGT .- P - N \X‘ﬂ an @ Z‘lﬂ ®0 80 ﬂ‘ﬂﬂ 20 M

i i i i i ! i H‘Xﬂ 4‘ﬂﬂ 6‘Z[I 6‘6ﬂ 6‘Hﬂ 6‘Xﬂ E‘EIH E‘Zﬂ B0 BED 530 60D B2 H‘bﬂ H‘Hﬂ H‘Xﬂ 7‘ﬂﬂ 7‘Zﬂ 7‘6ﬂ 7?“ 7‘Xﬂ X‘ﬂﬂ &0 80
" 280 290 7007 0y 1

270 / F I L N A S N baes BT e B e mh Mo ww 1 Tan :
M\)\m\n NCNAG NNTCT GATTTC NNGGTTG GGG GTTCTACAGGACGTA NT TAGG GGACTGAC
WWWWWMMMAAW\MAMWMﬂWM

TCCCCGAT nnCGG GACCGGCACACTGGCCAT
350 370 3

h f ) i

Reset Scales Horizortal Scale




Invoicing & Statistics "

Summary for Jan 2006

: Reports |

Date In

Samples

Resubmit

NAPS-Prepared

User-Prepared

No Charge

Service

Jan 4,
2006

4

0

4

0

0

NAPS-Prepared

Jan 5,
2006

NAPS-Prepared

Jan 31,
2006

NAPS-Prepared

Jan 24,

2006

NAPS-Prepared

Jan 13,
2006

User-Prepared

NAPS Unit - Michael Smith Laboratories P
- University of British Columbia aRa




? | i
il mlees

I
i

ii
i

!
Uil

il

dlrar

L)

Bk

NAPS Unit - Michael Smith Laboratories
"'/, University of British. Columbia




i
o=

- ;

—TH
=
g
H

-

NAPS Unit - Michael Smith Laboratories
i) ‘Un.i\_‘/e;réiity of British Columbia e




Acknowledgements

NAPS Unit DNA Sequencing Team
L Liisalo'Hara |

Marian van der Geest

Michae'l Smith L aboratories ITGrOup " 7

Stevé Macdo'nald'

i Vince Tingey/

NAPS Unit - Michael Smith Laboratories

/- University of British Columbia \M\




	Implementing a Commercial LIMS
	Overview
	Our Facility
	Why Implement a LIMS?
	Our Criteria
	Shopping Around
	dnaTools
	Customizing
	dnaTools Templates
	Going Live
	Our Laboratory Pipeline
	Sequencing Request Submission
	Reaction Log (Core-prepared samples)
	Creating Sample Sheet
	Sample Sheet Creator
	Processing Run Folder
	Sample Re-Runs
	Data Retrieval
	dnaTools Viewer
	Alternate Freeware Viewers
	Reports
	Life Before LIMS
	Life After LIMS
	Acknowledgements

