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The Centre for Applied Genomics
DNA Sequencing Facility

Retrieving Results in GSLE

The account holder will receive an email from TCAG Sequencing when the order data is ready to be
reviewed and downloaded. Please add this email (tcag sequencing@sickkids.ca) to your contacts to be
sure you receive our notifications (so that the message is not directed to your junk folder or deleted as
spam). Also note that this email is meant for out-going notifications only and is not monitored.

Finding Results
e All orders, folders and individual data can be found by clicking on the appropriate link in the left-
hand navigation panel or in the central panel on the homepage.

GeneLSi_f_gg_r ~ TCAG Sequencing Server
] Home
< + Orders > 1 Welcome to GeneSifter Lab Edition

: Sl.iae;e g:j:r; ‘ My Orders ‘ C My Data D
<© ‘ New | O ‘ Projects | 0
— i ‘ Submitted | O ‘ Folders | O
: z:z: S:E;aers ‘ Processing | O ‘ Folders with New Data | 0
® View Projects ‘ All Completed | 0 ‘ Chromatograms | 0
® View Queries ‘ Fragment Analysis Files | 0
‘ Other Files | 0

e |n ‘View Data’ or ‘View Folders’, click on the desired order number.
Note: ‘View Data’ is a consolidated list of all orders and all samples — the list may continue onto to
multiple pages.

Please contact Tara Paton (tpaton@sickkids.ca) or Beverly Apresto (bapresto@sickkids.ca) with
questions (416) 813-8643
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Viewing results

All data for a particular order can be viewed by clicking on the folder name, and individual samples can
be examined by clicking on their name.

e Chromatogram Read summarizes the attributes of the sample (eg. name, run plate, signal
strength)

Chromatogram Read

u PDF I ® Download Chromat Data m Delete Chromat I ® View Chromat Trace u Open in FinchTv u Edit Details

¥ General Information for MT25-T7

Label | MT25-T7 Format | ABIF
Folder | 100048 Plate Label | NOV20-BA-2013-1-GS-1
Instr Sample Name | 257 Reaction ID | 257
Instr. Model | 3730 Instr. Name | 3730XL-1-16108-004
Run Start | 2013-11-20 12:35:40 Run Stop | 2013-11-20 14:23:20
Lane | 77 # Lanes | 96
Spacing | 15.00 signal trs | A-523, =034,

G=761, T=772
Mobility | KB_3730_POP7_BDTv3.mob Matrix | n/=
Comment | <ID:257>

Description | n/=

e Quality Graph shows the quality score (Q) versus the position of each base in the sequence
read. At Q20, the probability of miscalling a base is 1%. Above Q20, the probability of miscalling
a base is lower than 1%; below Q20, the probability of a miscall increases. The read length,
trimmed length (after vector and poor sequence have been trimmed), and the number of bases
with a Q value >20 are given below the graph.

¥ Quality Graph
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Please contact Tara Paton (tpaton@sickkids.ca) or Beverly Apresto (bapresto@sickkids.ca) with
questions (416) 813-8643
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e The nucleotide Sequence can be viewed. Low-quality sequence is trimmed from the final text
(strikethrough text). Vector sequences (if present in the sequence) are denoted in light blue
text.

¥ Sequence

Previous Revision | n/z Current Revision | 1 Next Revision | nfa | Latest Revision |L |

Links: View Revision History

=MT25-T7 CHROMAT_ID=213
Arrrysooooogoyggatototgyagtgttggctgcatatttycagaaatgtttogtaga 60
magcctcttittogtggaagttcagatgttgatcaactaggaaaaatcttggacgtgatt 120
ggactccoccaggagaagaagactggectagagatgttgocettoceaggecaggetttteat 180
tcazaateotgoccoaaccaattgagaagtttgtaacagatatogatgaactaggcaaagac 240
ctacttctgaagtgtttgacatttaacccagoccaaaagaatatotygecctacagtgeccty 300
tctcaccoatacttocaggacctggasaggtgocaaagaaaacctggatteccacctgecyg 360
ccocagccagaacacctoggagctgaatacagooggtaagoctatococtaacococtotocte 420
ggtctcgattctacgtgagacccagotttottgtacaaagtggttgatatcocagoacagt 480
ggoggcocgotogagtctagagggocccgoggttogaaggtaagectatecctaacectete 540
cteggtctegattoctacgogtaceggttagtaatgaggagaaagaggtaatgaaatggca 600
tocgactgcagtaggtaactgaggatccaatgtaactgtattcagogatgacgaaattett 660
agctattgtaatactctagaggatctttgtgaaggaaccttacttotgtggtgtgacata 720
attggacasactacctacagagatttaaagctoctaaggtaaatataasatttttaagtgt 780
ataatgtgttaaactactgattctaattgtttgtgtattttagattecaacectatggaac 840
tgatgaatgggagcagtggtggaatgeoctttaatgaggaaaacctgttttgetcagaaga 900
aatgccatctagtgatgatgaggotactgotgactotocacattotactoctocaaaaaga 960
gagaaagtagagaccccaagacttocttcarattgotaagttttttgragtecatksckgg 1020
ggtaarwwawaraacccctkagcksgotgsgoawtaaaaca

aegt trimmed region(s) acgt vector region(s)

Action buttons at the top of the page allow the user to delete, download, view or generate a PDF
report for the sample.

Chromatogram Read
= PDF I m Download Chromat Data m Delete Chromat m View Chromat Trace = Open in FinchTv m Edit Details

Please contact Tara Paton (tpaton@sickkids.ca) or Beverly Apresto (bapresto@sickkids.ca) with
questions (416) 813-8643



Viewing chromatograms
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To view chromatograms outside of GSLE, you will need to install a program on your computer such as

FinchTV, Chromas Lite, ABI Sequence Scanner, etc.

To download the free FinchTV software:
e C(Click the “Get FinchTV” icon in the top right corner of the homepage.
e C(Click “Download Now” and follow instructions. This will download a zip folder to your desktop.
e Open the zip folder and click the “Installer” icon. Follow the instructions to install the software
on your personal computer.
e To view the chromatogram, click on the FinchTV icon to the left of the sample name.
e Choose to either open or save the chromatogram file. You must have the FinchTV software
installed to be able to open these files. Please note that you may not be able to open the
chromat in FinchTV if most of the bases in the Chromatogram Read page are crossed out (ie

trimmed).

Downloading multiple files

In the folder view, choose samples to be downloaded by checking the empty box to the left of the
sample name or click on the ‘Download all Chromats’ button at the top of the page.

I Contents of folder 100005

= Edit Folder I ® Relabel all Chromats | ® Move all Chromats I@wnlnad all Chromats

= Folder Report |

e

Chromatograms (19) FSA Next Gen Other
Label v | CONTAINS -
Items 1-19 of 19
: Labela Start Timew Rev len Trim 0Q20
E DNA1-M13F -20 Invitrogen 2013-11-18 15:16:58 1 510 452 478
@ DNAZ-M13F -20 Invitrogen 2013-11-18 15:16:58 1 513 486 474
m DNA3-M13F -20 Invitrogen 2013-11-18 15:16:58 1 515 494 482
[ @ DMA4-M13F -20 Invitrogen 2013-11-18 15:16:58 1 542 479 471
[l E DNAS-M13F -20 Invitrogen 2013-11-18 15:16:58 1 516 471 468
[ E DNAG-M13F -20 Invitrogen 2013-11-13 15:16:58 1 516 451 477
El E DNA7-M13F -20 Invitrogen 2013-11-18 15:16:58 1 508 493 481
[ @ DNAB-M13F -20 Invitrogen 2013-11-18 15:16:58 1 535 467 455
E m DNAS-M13F -20 Invitrogen 2013-11-18 15:16:58 1 510 435 470
[ @ DMA10-M13F -20 Invitrogen 2013-11-18 15:16:58 1 515 491 473
[l E DNA11-M13F -20 Invitrogen 2013-11-18 15:16:58 1 517 457 434
[ E DNA12-M13F -20 Invitrogen 2013-11-13 15:16:58 1 546 453 4383
[ m DNA13-M13F -20 Invitrogen 2013-11-18 15:16:58 1 516 497 484
[ @ DNA14-M13F -20 Invitrogen 2013-11-18 15:16:58 1 34 1] 37
E m DNA15-M13F -20 Invitrogen 2013-11-18 15:16:58 1 274 172 167
Fl_wl omatemi2e .20 Invitrogen 2013-11-18 15:16:58 1 509 489 477
- Choose Action —
Move chromats... Invitrogen 2013-11-18 15:16:58 1 512 0 128
Relabel chromats )
ST T [nvitrogen 2013-11-18 15:16:58 1 516 500 484
Invitrogen 2013-11-18 15:16:58 1 521 504 491
Delete chromats
—Choose Action— ||| Go
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Please contact Tara Paton (tpaton@sickkids.ca) or Beverly Apresto (bapresto@sickkids.ca) with
questions (416) 813-8643
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Chromat Data Download

Chromatograms in Zip File

All Chromatograms with trace data -
O convert ABI to SCF format

Download Chromats I

Sequences \

[¥I Nucleotides \

Type Duuality Scores Sequence type

Amino Acid Translations
Format One file with multiple sequences -

& Trim exported sequences using quality
values

Download Sequences
Phds in Zip File \
Download Phd Zip Fils \

Choose to download Sequence Text Files or Chromatograms from this window. If you are
downloading an entire folder, the chromat files will be saved as a .tar file and will need to be extracted

(unzipped) to view the individual files. There are several free programs (e.g. 7-Zip or JustZIPit ) available
to do this extraction step.

Please contact Tara Paton (tpaton@sickkids.ca) or Beverly Apresto (bapresto@sickkids.ca) with

questions (416) 813-8643



