iLabs Sample Registration

Deep Sequencing Core Facility

June 28, 2024

1 Registration/Login to iLabs

Prior to starting the sample registration you need to register or login to iLabs here. If not set-up
already you will need to create an account, activation may take up to 24 hours and the facility cannot
speed this up since we have no influence on the registration process. Likewise we cannot see or reset.

CoreFacilities  Search

Welcome to the HMLS Research Core Facilities Management System

This web-based scheduling and ordering tool (“iLab") is used to manage five of the shared research core facilities at Heidelberg University and University Hospital. These facilities
provide access to state-of-the-art instrumentation, expert staff, and specialized scientific services. They are open to all Heidelberg Molecular Life Sciences (HMLS) researchers, other
Heidelbeerg campus institutions and several of them also provide services or access to instrumentation to external academic, non-profit, and for-profit researchers.

You can browse through the services and instrumentation from the * " tab, or search for them in the “Search Core Facilities” tab.
Sign-up and Login

In order to use the core facilities managed via this system, you will need to establish an account. You can do that by following the "sign-up” link in the upper right corner of this page. If
you do not already have an account in the system, you will be asked for the required information, including selecting your Pl to establish your membership in a research group.

Non-HMLS users with existing iLab accounts can use the "Login" link in the upper-right corner of this page and login using their iLab credentials.

New users should use the "sign-up” link to establish a new account.

Username

a

Password

If you don't have an account, please register for an iLab
account.

Leam more about iLab Operations Software

g other institution credentials @

igninu: fentials



https://hmls.corefacilities.org/landing/1492

2 Select 'Request Services’
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Dear Users,
Our facility will be closed between 10.08.2024 to 21.08.2024 due to staff holidays.
Thank you for your understanding!

Overview of Services

The Deep Sequencing Core Facility was established in September 2010 to provide the Neuenheimer Feld Campus with access to Next Generation Sequencing (NGS). We provide the possibility to construct ibraries for sequencing with the focus not only on the standard application but to help establish custom protocols
‘which can be of benefitto the whole campus,

Sequencing is avalable on a variety of instruments all based on the llumina Sequencing by Synthesis technology. In adition to library preparation and sequencing we also can help you with planning your sequencing experiment and offer advice on your project.

Facility Contact
Scientists interested in using the facilty are welcome to contact us by mail at

deepseqlab@bioguant uni-heidelverg.de
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User notes:
« Please read our Users Terms and Conditions and Sample Submission Guidelines before submitting samples.

+ Depending on individual specifics, projects might take anywhere from 3 weeks to 2 months. Each user will be individually informed on their project progress.

Deep Sequencing Service Request (Library Prep+Sequencing) = initiate request | § X

Initiate this request if samples require processing for NGS before Sequencing can begin.
Note: User will always be charged for addtional QC if samples fail nital QC.

NGS Library Preparation Only = initiate request | J X

Standard library prep for RNA-Seq, Small RNA-Seq and genome sequencing - price wil vary based on sample quantity
Note: User will always be charged for aditional QC if samples fail nital QC.

NGS (lllumina) Sequencing Only = initate request | § X

Initiate this request if samples have been prepared and are ready for sequencing
Note: User will always be charged for adtional QC if uploaded documentation and concentration measurements are deemed inadequate.

Sample QC 2 initiate request X

Please use this for if additional QC of samples is required prior to sample submission or sequencing, or you require such a service to check your samples prior to processing them for other protocols

Spatial Transcriptomics B initiate request X

Initiate this request for Spatial Transcriptomics requests

P Facility Services price list

There are five types of services to choose from:

1. Library Prep and Sequencing: Select this if you need your samples to be prepared for sequencing
and sequenced with us.

2. Library Preparation only: Select this if you need you samples to be prepared for sequencing on
the Illumina platform but wish to sequence elsewhere. You will still be asked which instrument
you wish to sequence on, as this can be important for the library preparation and subsequent
pooling

3. Sequencing only: Select this if you have ready-to-load libraries

4. Sample QC: Select this if you need Qubit and/or Bioanalyzer/TapeStation measurements of
samples

5. Spatial Transcriptomics: Select this if you would like to perform 10X Genomics Visium experi-
ments



Also, on this page, you are able to consult the Core Facility prices. NOTE! Prices can change on a
short notice!

3 Registering Your Sample(s)
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Regardless of request type please enter your sample name(s) and their concentrations in the table. In
the case of User Provided Libraries (Sequencing only), barcode sequences are also required.

The next step is to fill in the information as to what type of Library Preparation is required and what
the origin of the sample is. These are drop down menus, so please look carefully. Afterwards please
select the sequencing type required. This changes regularly, so it may be the case that the sequencing
type requested is no longer available, in this case an alternative will be offered.
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Finally, please do not forget to click ,save“ and ,,submit request“ otherwise we will not see the request.



After request submission, you will be provided with a cost estimate (which requires confirmation from
yourself or PI). In addition, the order will be locked, so no changes can be made without confirmation
by the facility.

4 Checking the progress of your sample submission
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DELAYS!

We are still experiencing occasional difficulty in sourcing platicware in particular filter tips and certain reagents. This is
may léad to delays in sample preparation.

Due to previous IT problems in 2021 in order to prevent similar contact issues in the future please use the following e-mail address:
david.ibberson@uni-heidelberg.de / kd121@uni-heidelberg.de

Or better still the contact/message function in your order - this | can see in iLabs independent of any mail server

The Facility is open again but with restrictions due to the current school closures . Please e-mail the facility for any potential projects so that they can be processed in a timely manner.

e You can keep track of the progress of your order by clicking on the tab ,,View My Requests”
e Upon clicking this, a list of your requests will become available

e By clicking the blue arrow on the left of your request, a drop down screen will open and here
you can see the status of your request.
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