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Corest Navigating TracSeq

Overview

TracSegs the user portal for entering and tracking samples submitted to the HTfeF.
system provides an easy way for the HTSF staff to document sample pragdefes
projects to check the status of their sampl@$ie system is currently onlyssedfor

materials that will be sequenced on lllumina platformibe HTSF continues to make
upgrades to the system to provide better transparency for researchers using the HTSF.
You will need an ONYEN to access this system.

TracSeq is primarily used to track the progress of samples as they make their way
through processingnd sequencingUsers can utilize TracSeq in many ways including
submitting samplesyiewing QAQC results and attachments and reviewing gaaiiple
run metricsonce their samples have been sequenced.

Submissions

Verifying andUpdating Your Account

For new TracSeq users, who do not have a current account at the HTSF, please contact
our Customer Service Teamset up a project. Please fill out oAccountinitiation

Request Formfound on our websiteinder Forms and Guidesd send it to us

electronically to begin setting up a new account. For new TracSeq users, who do have a
current account with the HTSF but have not yet been added to it, please sedius y
ONYEMNnd name of the accouni order to be added.

For users who do not remember their account name or are a member of multiple
accounts and are not sure which account to use for a submission please reach out to the
Customer Service Team for assmste.

For TracSeq users who have not submitted in a significant amount of time or who would
like to make updates to their project, pleaBk out and send the Account Update

Request Form found on the Forms and Guides page on our wédeddaee submitting

new material The HTS€anthen make necessary changes prior to drof of samples

and help speed up the processing of incoming samples.



For external, nofUNC studies, please reach outthe Customer Servickeam An in
person or electronic consult mde necessary and the HTSF customer service team will
submit the samples electronically on TracSeq and coordinate the shipment coffrop

of samples.

Once an account has been verified, users can begin a new submission on TracSeq.
Details of a submissioran be found on the Settings page from the TracSeq dashboard.

& 9 C @ tracseqgenomicsuncedu/home/dashboard * v @O
@tra(SEQ Dashboard ~ CRM  Sequencing  Bioinformatics ~ LIMSPoolData  Work  Admin FAQ  Alyssa Steller v =
TracSeq Customer Dashboard Quick Links

» Submit Samples or Librare

As directed by Information Links

UNC and the Vice Chancellor for Research, Vide

© Throughout the TracSeq site, watch for the Info

2 e S Icon and click for more information about the related
HTSF is JUNE 1 for ALL research activities item.

Project Details

ﬁ PSEUDO_TES: For testing and learning Tri v |

At that point, you will be po lopger be required to have the Critical Research approval form the VCR
office.

We have, however, modified the way we work over the last 2 month and this will continue:

1) We will be electronically accepting samples as in the past.

2) We have a secure way for samples to be dropped off. Sample Drop Off is required during a
prescheduled 30m window rather than when you are ready.

3)  This mav delav droo off for 24hrs if we are booked on a given dav.

1. Ensure the correct project is chosen from the drop down menu, then click "Settings."

<« C @ tracseqgenomicsunc.edu/Project/detall/312/Settings w w @o
@"acSEQ Dashboard ~ CRM  Sequencing  Bioinformatics  LIMSPoolData  Work  Admin FAQ  Alyssa Steller =
©Back to Projects

Submissions My Lanes My Results Attachments m

Project Title  PSEUDO_TES: For testing and learning TracSeq Active  Yes
Description Post Processing Pipeline
Principal Investigator ~ Corbin Jones Project Code  PSEUDO_TES
Principal E.. d| unc.edu Project Group  None
Billing Account  UNC Account Data Delivery Method  Deliver my data to ITS Research Computing starage (/proj)
test Data Delivery Path  /proj/HTSFIb/HTSF/

Created  9/26/16 11:50 PM
Add/Edit Chartfield Last Modified  2/18/19 2:51 PM
Accounting Contact Enable APl No

amy perou
Accounting Contact Em..  amyperou@med.unc.edu

m e

Comments



2. Details of the project will be found on this page.

How to Find Consultation Notes

Users can find notes fro@ONSULT MEETINGt® the HTSF on TracSeq. To reference
these notes follow the instructions listed below:

1.
2.

3.

Log on to TracSeq.
Select the correct project from the Project Details drop down tab on the right
side of the landing pagenoTracSeq.
Click submissions below the selected projétters will be directed to the
t Ne2SOU0Y a4 - - € LI ISP
Click on the settings tab at the top of the page. Users will then be able to view all
notes and comments for the project.
mics.unc.edu/Project/detail/312/Setting: a N o [+]
@MEO Doshboard ~ CRM  Sequencing  Bioinformatics  LIMSPoolData  Work  Admin FAQ  Alysoo Steller ~
Project Title  PSEUDO_TES: For testing and learing TracSeq Active  Yes
Description Post Processing Pipeline
Principal Investigator ~ Corbin Jones Project Code  PSEUDO_TES
Principal E e l.unc.edu Project Group  None
Billing Account  UNC Account Data Delivery Method  Deliver my data to ITS Research Computing storage (/proj)
test Data Delivery Path  /proj/HTSFIb/HTSF/
) ) Created ~ 9/26/16 11:50 PM
Add/Edh Charthield Last Modified  2/18/19 2:51 PM
Accounting Contact — amy perou Enable APl No
Accounting Contact Em. amyperou@med.unc.edu

Comments

All comments will bésted here for a specific project.

For users wanting to finNOTES FOR A SPECIFIC SUBMIgHMNhe steps below:

1.
2.

3.

Log on to TracSeq.

Select the correct project from the Project Details drop down tab on the right
side of the landing page on TracSeq.

Click submissions below the selected projétders will be directed to the

t N22SOodyYy - - - -¢ LI 3ASO

Use the search bar to search for the correct batch number or scroll down the
page until finding the correct submission.



5. Select the View Details link on thelsnission. Users will then be navigated to
the submission details page in which they can find notes and comments for the
submission.

Submitting Material

UNCaffiliated users are able to legn to TracSeq using their ONYEN and passward.
begin a newsubmission, click on Submitting Samples or Libraviasgch can be found
under Quick LinksThis will direct the user to the HTSF Material Submission tab. Begin
by following and filling out the numbered steps, including selecting the project, material
type, if the material will need tde pooled and/or sequencedind so forth. In step 7, a
detailed manifest will need to be filled out and uploaded into the system. For any
guestions on how to fill out a manifest, please reference our-4$tegtep guide on our
website.

If users have any problems during the submission process, please be sure to click the
Save Work button and contact the HT@&Stomer ServiceTeam for assistance

Dropping Off Material

Once submissions have been reviewed by the HTSF customer service team, users will

receivetwo emaik usually within one business day of the submission

1 An approval email that indicates the HTSF will be able to perform the work
requested

1 Aquote for the wak requested onhe submittedsamplesPlease review the quote.
Keep in mind this igist an estimatelt is not uncommonhat as work proceeds
modifications may be made to processing whictuldchange the final fees billed.
HTSF will always discuss thith you before changes are made.

Before dropping off sampleasers must confirm the quote through the link provided in
the email,selectwhen the material will be dropped off to the laand print the

confirmed manifestvhich appears in a new windowleasebring the confirmed
manifestwith the samplesto the laband note your batch number

Acceptable sample containers are listed on our website along with volume and
concentration requirements depending on material type.

How do I find my batch numbé&r

The batch number is the Submission ID listed next to each submission.



+ C @ tracseqgenomics.unc.edu/Project/detail/312/Submissions#!?status = AllpageSize = 10&pageindex=1 & N o [+]

@tntSEO Dashboard ~ CRM  Sequencing  Bioinformatics ~ LIMSPoolData  Work  Admin FAQ  Alyssa Steller =

Project: PSEUDO_TES

3

+ Submit Sample Batch
# hide extra fiters # clear fiter | @ customize filter
Submission # Status Pool Name Submitted Sample Name
Modified Date External Code Submitter
Submisson # Status Submitter
6702 Quote Approved By Customer Grey Allen v
6672 Cancelled Adrielle Ayumi De v
Vasconcelos
Cancelled Adrielle Ayumi De v
Vasconcelos
Quote Approved By Customer Tanzila Zaman v
Quote Approved By Customer Erin Wallace v
It can also be found on the confirmed manifest.
C @ tracseqgenomics.uncedu/samplebatch/printmanifest/6702 * v @O0

Sample Batch Manifest Report

HTSF Sample Delivery Manifest

Batch Manifest Ref # 9426
oject Code _PSEUI

IDO_TES

Expected DropOff Date  5/15/2020

Submitted Material Samples Platform  NOVAseq-54

Source Material Total RNA Read Type Paired End
Library Type  MRNA Seq, stranded Read Length Custom
PrepMethod  Kapa mRNA, Stranded

Cust Seq Primer False Cust Seq Primer Name

Number of Samples 9
Container Type 96WELL SHALLOW_PLATE Number of Pools 1
Number of Lanes 2

Pool

>xm“-‘un¢>i

Material can be delivered to:

HTSF Lab, Genome Sciences Building
Rooms 1151 (Office), 1153 (Lab)

Open Monday - Friday 10:00 AM - 4:00 PM

How to View Your Quoteia Trac&eq

For users wanting to find a quote for a specific submission, they must first select the

correct project from the Project Details drop down tab on the TracSeq landing page.

Once selected, users then may click the Submissions button. From there, users will be
navigated to the Projecé - - - - ¢ GgAYR26> 6KAOK gAf f ssL2 Lidzt |



submissions. Users can use the search bar to search for thaligitibatch number or
scroll to the correct submission on the page. To view the quote, select the View Quote
link on the correct submissiomhich will take you to theuote with the cosbreak

down of work being done on the samples.

& 3 C @ tracseqgenomicsuncedu/home/dashboard * @O

@MCSEO Dashboard ~ CRM  Sequencing  Bloinformatica = LIMSPoolData  Work  Admin FAQ  Alyssa Steller v

TracSeq Customer Dashboard Quick Links

« Submit Samples or Librares

« Projects

As directed by : ;
Y Information Links
« Getting Stared
UNC and the Vice Chancellor for Research, + How to Submit Samples Video
© Throughout the TracSeq site, watch for the Info
Icon and click for more information about the related

HTSF is JUNE 1 for ALL research activities item.

Project Details
PSEUDO2TES: PROJECT FOR CLARITY DI v

At that point, you will be go longer be required to have the Critical Research approval form the VCR
office.

* MyRe:
« Attachments

We have, however, modified the way we work over the last 2 month and this will continue: .
« Settings

1) We will be electronically accepting samples as in the past.

2) We have a secure way for samples to be dropped off. Sample Drop Off is required during a
prescheduled 30m window rather than when you are ready.

S T O R S v R L SN W T, PR RS, DU S

1. Ensure the correct project is chosen from the drop down menu, then click "Submissions"

€« C @ tracseq.genomics.uncedu/Project/detail/312/Submissions#!?status =All&pageSize = 10&pagelndex= 1 « w @O0
@tricSEO Dashboard CRM  Sequencing  Bioinformatics  LIMS PoolData  Work  Admin FAQ  Alyssa Steller ~
©Back to Project

Project: PSEUDO_TES

4 Submit Sample Batch
# hide extra filters & clear filter | @ customize filter
Submission # Status Pool Name Submitted Sample Name
I | [ ] | | |
Modified Date External Code Submitter
C J | J | )
Submisson # Status Submitter
6702 op Off Manifest  View Details Quote Approved By Customer Grey Allen L
6672 View Drop Off Manifest  View Details Cancelled Adrielle Ayumi De ~
Vasconcelos
6628 View Quote  View Drop Off Manifest  View Details Cancelled Adrielle Ayumi De 4
Vasconcelos
4524 View Quote  View Drop Off Manifest  View Details Quote Approved By Customer Tanzila Zaman v
4523 View Quote  View Drop Off Manifest  View Details Quote Approved By Customer Erin Wallace v

1. Once you locate the correct batch number for the current submijssiok "viewj dz2 G S ¢

How to Print a Confirmed Manifest



Users must print and bring a confirmed manifest when dropping off samples to the
HTSF. To print a confirmed manifest, select the correct project from the Project Details
drop down tab on the TracSeq landing pagken click submissions below the selected
LINE2SOG® | aSNAR ¢gAff GKSYy 0S RANBOGSR (2
submission by either searching for the batch number in Submission # bar or scroll to the
correct submission. Click the View Qubtig on the submission. Once the user is
navigated to the quote, find and select the green Print Confirmed Manifest button on
the top righthand side of the page.

€ 9 C @ tacseqgenomics.uncedu/home/dashboard « v @ o
@‘ITM:SEO Dashboard ~ CRM  Sequencing  Bioinformatics  LIMSPoolData  Work  Admin FAQ  Alyssa Steller =
TracSeq Customer Dashboard Quick Links
t Lik
oject
As directed by

Information Links

« Getling Stared
UNC and the Vice Chancellor for Research, « How to Submit Samples Vid

© Throughout the TracSeq site, watch for the Info
S . . Icon and click for more information about the related
HTSF is JUNE 1 for ALL research activities item.

Project Details

q PSEUDQ : PROJECT FOR CLARITY DI v
At that point, you will be ag logger be required to have the Critical Research approval form the VCR o
office.
o MyResy
o Al

We have, however, modified the way we work over the last 2 month and this will continue:
1) We will be electronically accepting samples as in the past.

2) We have a secure way for samples to be dropped off. Sample Drop Off is required during a
prescheduled 30m window rather than when you are ready.

1. Ensure the ké"of?lécf‘ﬁ'rlcd)j'é'éf‘\ié”éhkdls‘é'r‘i from the drop down menu, then click "Submissions"

7
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« > C a ics.unc.edu/Project/detail/312/5 ?status =All&pageSize=108&pageindex=1 = v @0

acSEQ Dashboard [T e— Work  Admin FAQ  Alyssa Sisller ~

@©Back 1o Projects

Project: PSEUDO_TES

Submi

GOSN Mylanes  MyResulis  Attachments  Settings

+ Submit Sample Batch

# hide extra fiters # clear fiter | @ customize fitter
Submission # Status Pool Name Submitted Sample Name
| | [ ] | | |
Modified Date External Code Submitter
C | | | | |
Submisson # Status Submitter
6702 ViewQ View Drop Off Manifest Jiew Details  Quote Approved By Customer Grey Allen v
6672 View Quote T — View Details  Cancelled Adrielle Ayumi De v
Vasconcelos
6628 View Quote  View Drop Off Manifest  View Details  Cancelled Adrielle Ayumi De v
Vasconcelos
4524 View Quote  View Drop Off Manifest  View Details  Quote Approved By Customer Tanzila Zaman v
4523 View Quote  View Drop Off Manifest  View Details  Quote Approved By Customer Erin Wallace v

2. Once you locate the correct batch number for the current submission, click "view drop off manifest."

C @ tracseqgenomicsunc.edu/SampleBatch/detail/6702 * v @O0

@tracSEO Dashboard ~ CRM  Sequencing  Bioinformatics ~ LIMSPoolDats ~ Work  Admin FAQ  Alyssa Steller ~

Subm|ss|on. 6702 View Drop Off Manifest View Quote
Atachments
Name: PSEUDO_TES Batch 5/15/2020 PrepMethod :  Kapa mRNA, Stranded
Status:  Quote_Approved_By_Customer ReadType: Paired End
Submitted Material: ~ Samples ReadLength:  Custom
Source Material :  Total RNA SampleSolution:  dH20
Platform : FundingAccount :  test

LibraryType :  mRNA Seq, stranded

& Export Sample Manifest

son( 105 e . —

Sampleld *  External Code Pool Row # Col # Volume Concentration Avg Fragment Size Lanes
MySample001 A 1 25 9999 300 2
MySample002 B 1 25 9999 300 2
MySample003 C 1 25 9999 300 2
MySample004 D 1 25 9999 300 2
MySample005 E 1 25 9999 300 2
MySample006 F 1 25 9999 300 2
G 1 25 9999 300 2 hd

3. Click "view drop off manifest" in the top right corner.



4. Click "Print" in the top right corner.

C @ tracseqgenomicsuncedu/samplebatch/printmanifest/6702

Sample Batch Manifest Report

Batch Manifest Ref #
Project Code

TS Batch Id

Submitted By

Project Title

Principa lavestigator
Expected DropOff Date

Submitted Material
Source Material
Ubrary Type
PrepMethod

Cust Seq Primer
Number of Samples
Container Type
Sample Solution

Sample Name External Code Pool

MySample001
MySample002

HTSF Sample Delivery Manifest

9426
PSEUDO_TES

6702
Grey Allen dgallen2@med.unc.edu
PSEUDO,_TES: For testing and leaming TracSeq
cdjones@emailunc edu Corbin Jones
5/15/2020

Samples Platform  NOVAseq-54
Total RNA Read Type Paired End
MRNA Seq stranded Read Length Custom
Kapa mRNA, Stranded

Faise Cust Seq Primer Name

)

96WELL SHALLOW_PLATE Number of Pools

dH20 Number of Lanes

>xmv-on->i

« C @ tracseq.genomics.unc.edu/SampleBatch/manife v @ o
EQ Dashboard Sequencing FAQ  Alyssa Steller
HTSF Sample Delivery Manifest
Submission BatchId 6702
Name PSEUDO_TES Batch 5/15/2020
Submitted By ~ Grey Allen
ProjectTitle  PSEUDO_TES: For testing and learning TracSeq
Principalinvestigator ~ Corbin Jones
ExpectedDropOffDate  5/15/2020
Submitted Material  Samples Platform  NovaSeq6000S4
Source Material ~ Total RNA ReadType Paired End
LibraryType  mRNA Seq, stranded ReadLength  Custom
PrepMethod ~ Kapa mRNA, Stranded Container Type  96WELL_SHALLOW_PLATE
Number of Samples 9 SampleSolution  dH20
Number of Pools 1
Number of Lanes 2
Comments:
Material Delivered

Sample Name Pool Volume (ul) Container Row Column Received
MySample001 25 A 1
MySample002 25 B 1 [w]
MySample003 25 c 1 o
MySample004 25 D 1 lu]

Material can be delivered to:

HTSF Lab, Genome Sciences Building
Rooms 1151 (Office), 1153 (Lab)

Open Monday - Friday 10:00 AM - 4:00 PM

5. Clickhe printer icon in the top right corner to print the confirmed manifest.

QAQC Results and Interpretation

Finding QAQC Results on TracSeq



Unless otherwise specified before submitting samples, QAQC will be performed on all
samples that arrive at the HTSF. This is to verify the quality of material before
sequencing. QAQC results will be communicated via email by the HTSF customer service
team before moving on to further processing.

To find previous QAQC resuitem a specific submissigriease refer to the following
steps:

1. Logonto TracSeq

2. If users are affiliated with more than one project, select the correct project

under Quick Link8, Progects OR select the correct project from the drop down

tab under Project Detaits | a SNA ¢Aff GKSy o6S yIFI@A3alrds

page.

/£t A01 GKS ' G0FOKYSyGa GFo 2y GKS tNeeSoO

4. Select the correct batch number, $8l | | | ¢ T NXpior silnSsiohshy i 2 F
Ot AO1AY3 GKS abé¢ aradady G2 SELIYR GKS &dzo

5. Several attachments may be listed. QAQC documents are typically formatted as
F2ft26aY av!v/ Y.l GOKI ¢! 60 NBJAL GSRal (SNA
based on the material type being reénced.

w

€ 9 C @ tracseqgenomicsuncedu/home/dashboard * v @O
@VICSEO Dashboard ~ CRM  Sequencing  Bloinformatics  LIMSPoolData  Work  Admin FAQ  Alyssa Steller v
TracSeq Customer Dashboard Quick Links

QA dixected by Information Links

UNC and the Vice Chancellor for Research,
© Throughout the TracSeq site, watch for the Info

SR g S Icon and click for more information about the related
HTSF is JUNE 1 for ALL research activities item.

Project Details
PSEUDO_TES: For testing and learning Tri v

Atthat point, you will be o lopger be required to have the Critical Research approval form the VCR
office.

A
We have, however, modified the way we work over the last 2 month and this will continue: o
.
1) We will be electronically accepting samples as in the past.

2) We have a secure way for samples to be dropped off. Sample Drop Off is required during a
prescheduled 30m window rather than when you are ready.

3) This may delav drop off for 24hys if we are booked on a given dav.

1. Ensure the correct project is chosen from the drop down menu, then click "attachments."



@MEQ Dashboard  CRM  Sequencing  Bioinformatics  LIMS PoolData  Work  Admin

Project: PSEUDO_TES

Filename Tags Upload Date Uploaded By
& Project Attachmen
Choose File | No file chosen ‘

71586702 Details (7

7 5B-4524 Details (£

#158-4523 Details (7

7S8-3319 Details

BSB-3318 Details(Z

3158-3310 Detail

71S8-3309 Details (£

75B-3308 Detail

758-3139 Detall

Records: 28
108 - 2 3

2. All QAQC results will be attached to a submission and can be found here. Be sure to read the full title of the
attachment to understand if it is the QA@E the raw material, library or pool.

Interpreting QAQC Results

Once the correct QAQC results have been found, users may then review them. For more
details on how to interpret results please refer to dRAQC tab on our websitéf users

have questiongbout their QAQC results please reach out the HIUBkomerrvice

Team.

Data Access and Ressilt

GeneralSequencing Run Information

To find basic information on particular sequencing runs, please first select the correct
project from the projectdetalR NB L) R2gy (Gl o0od ¢KSy asSt SO
project details drop down menu.

aa



¢« > cC

@ tracseq.genomics.unc.edu/home/dashboard

OtracsEQ

Dashboard CRM Sequencing  Bioinformatics LIMS Pool Data ~ Work  Admin

TracSeq Customer Dashboard

FAQ  Alyssa Steller

Quick Links

As directed by

UNC and the Vice Chancellor for Research,

HTSF is JUNE 1 for ALL research activities

At that point, you will be no lopger be required to have the Critical Research approval form the VCR
office.

We have, however, modified the way we work over the last 2 month and this will continue:
1) We will be electronically accepting samples as in the past.

2) We have a secure way for samples to be dropped off. Sample Drop Off is required during a
prescheduled 30m window rather than when you are ready.

3)  This mav delav drop off for 24hrs if we are booked on a given dav.

o How to Submit Samples Vide

© Throughout the TracSeq site, watch for the Info

Icon and click for more information about the related
item,

Project Details
PSEUDO_TES: For testing and learning Tri v |

1. 9yad:aNB (KS O2NNBOI
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Users will be navigated to the My Lanes page where they will be able to see each pool
that has been ruron each lane or multiple lanes of a particular platform. Here, the user

Oy @OASé YR FAYR GKS

Gwdzy L53Xé

LJ2 2 t

yIYSX

undetermined and the average Q30 for a lane. To search for a particular run, use the

GLI22f NI ¥SHzy 2RI GS NI y3Se

Work

OtracsEQ

Dashboard CRM Sequencing Bioinformatics LIMS Pool Data

Admin

aSl NDODK ol

NJD

FAQ Katherine Stoller ~

Submissions My Results Attachments Settings

Run ID @

& Export to Excel

& clearfilter @ customize filter

| | |

Lane %

Total Reads Undetermine
4

200401_UNC17- PL_6647_01_REPOOL_RESEQ_BC_SUB_ERROR 252915471 1.1
D00216_0651_ACE3GLANXX

200401_UNC17- PL_6647_02_REPOOL_RESEQ_BC_SUB_ERROR 259539196 0.93
D00216_0651_ACE3GLANXX
200401_UNC17- PL_6647_03_REPOOL_RESEQ_BC_SUB_ERROR 289765598 1.02

D00216_0651_ACE3GLANXX

2. Basic information on each sequencing run.
3.

Sequencing Run Set Up Information

Lane Avg >=
Q30 Run Date

95.3 4/1/20
95.7 4/1/20
94.07 4/1/20

Details

Details

Details



To find sequencing run set up information on particular sequencing
select the correct project from the project detaildl® LJ R2 gy

[FySaé¢ dzyRSNYySIHGK GKS LINR2SOi
hyOS dzaSNE RSGOSNXYAYS (GKS NHzy i
LJ 38> dzaSNER Oly GKSy Of A0l GKS

set up information on a particular run.

OtracsEQ Dashboard ~ CRM  Sequencing Bioinformatics ~ LIMSPoolData ~ Work  Admin

runs, please first

(Lod ¢KSY
RSGFAfa RN
KSe ¢g2dzZ R
458kl Af aé

FAQ Katherine Stoller ~

Submissions My Lanes My Results Attachments Settings

& Export to Excel

& clearfilter = @ customize filter

Run ID Pool Name Run Date Range
|| E
Lane % Lane Avg >=
Run ID PoolName Total Reads Undetermined Q30 Run Date
200401_UNC17- PL_6647_01_REPOOL_RESEQ_BC_SUB_ERROR 252915471 1.14 95.3 4/1/20
D00216_0651_ACE3GLANXX
200401_UNC17- PL_6647_02_REPOOL_RESEQ_BC_SUB_ERROR 259539196 0.93 95.7 4/1/20 Details
D00216_0651_ACE3GLANXX
200401_UNC17- PL_6647_03_REPOOL_RESEQ_BC_SUB_ERROR 289765598 1.02 94.07 4/1/20 Details

D00216_0651_ACE3GLANXX

4, | £t A0l a5SilFAf&aé odzidz2zy F2NJ Ndzy 27

Here, users can find sequencing run set up information such as % PhiX loaded on the

AYGiSNBadGo

sequencer, average fragment size of the pool, concentration of the poohentakity of

the pool.

]
i

5. Sequencing run set up information highlighted above.

=



