iLabs Sample Registration

1) Login
Prior to starting the sample registration you need to login to your iLabs account. 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 passwords. 
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2) Select „Request Services“
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There are four 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 – Sequencing only – Select this if you have ready-to-load libraries
3 – 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
4 -  Custom Request  - Please contact us prior to selecting this.

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.
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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. In the case of custom preparations an extra box will appear.
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. 
Checking the progress of your sample submission:
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· [bookmark: _GoBack]You can keep track of the progress of your order by clicking on the tab „View My Requests”
· Upon clicking this, a list of your requests will become available
· 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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»upload or download data to the grid from excel ¢

Please confirm number of samples
‘Sample type:

Required Library Type

Genome

‘Should the samples be barcoded?

Note on Sequencing Options

Please select instrument:
Requested number of lanes
Additional comments

# Do you agree to the terms listed above?

# Ich habe die Nutzerordnung gelesen und bin einverstanden
1 have read and agree to the Users Terms and Conditions

Please not currently we are only offering HiSeq 2500 in 50 SE mode. HiSeq 4000 is available, but for requests of less than eight (8) lanes there can be a waiting period. Please contact us if you have any questions

E—

O Agree
Ich bin mit dem obenstehenden kostenpfichtigen Antrag einverstanden Die beaufragte Leistung wird nicht in einem Auftragforschungsprojekt (2 B. Projekte der Baden-Wirttemberg Stiftung) oder fur andere geschafliche bzw. gewerbliche Zwecke

genutzt
I agree to be billed, and pay the above mentioned contract. The contracted service will ot be used s part of an Auftagsforschungsproject” (eg Projekte der Baden-Wirttemberg Stiftung) or of any otherflurther commercial interests.

OYes
ONo

Please don't forget to click "Save Form” and "Submit Request” otherise your submission will not be visible to us in iLabs.

Please save your form! B | © save completed form | | [l save drat of form | ©

/A After saving your form, please submit your request to the core.
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# Ich habe die Nutzerordnung gelesen und bin einverstanden O Yes
I have read and agree to the Users Terms and Conditions O No

Please don't forget to click "Save Form” and "Submit Request” otherise your submission will not be visible to us in iLabs.

Please save your form! B | © save completed form | | [l save drat of form | ©

/A After saving your form, please submit your request to the core.

[=  Samples Recieved

Initial QC

Samples Accepted

Library Prep descr

Final QC description:

description:

Data Released description:

Cost

‘The core will review and update this projected cost. You will only be billed for completed work.

Total Projected Cost: € 0.00

note:

note:

note:

note:

note:

note:

note:

click to edit

click to edit

click to edit

click to edit

click to edit

click to edit

click to edit

Not Started
Not Started
Not Started
Not Started
Not Started
Not Started
Not Started

© add senice
/A Please fil out any forms that are highlighted in red

 submit request to core ‘ [l save draft request ‘ X Cancel ‘
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DELAYS!

We are still experiencing occasional difficulty in sourcing platicware in particular filter tips and certain reagents. This is
may lead 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.
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About  CoreFadiliies  Search

Welcome to the HMLS Research Core Faci

ies Management System

This web-based scheduling and ordering tool (“iLab") is used to manage seven of the shared research core facil
‘access to state-of-the-art instrumentation, expert staff, and specialized scientific services. They are open to
campus institutions and several of them also provide services or access to instrument:

ies at Heidelberg University and University Hospital. These facilities provide
Heidelberg Molecular Life Sciences (HMLS) researchers, other Heidelbeerg
fon to external academic, non-profit, and for-profit researchers.

You can browse through the services and instrumentation from the “Core Facilities” 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 P! 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.

List of Core Facil

ies currently using iLab:

+ Core Facility for Mass Spectrometry & Proteomics.
+ Metabolomics Core Technology Platform

+ Deep Sequencing Core Facility

« Flow Cytometry and FACS Core Fa
nterdisciplinary Neurobehavioral Core
+ nCounter Core Facility

We will keep you updated on further news on this webpage!
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User notes:

« Please read our Users Terms and Conditions and Sample Submission Guidelines before submitting samples.

« Depending on indivi

ual specifics, projects might take anywhere from 3 weeks to 2 months. Each user will be i

Deep Sequencing Service Request (Library Prep+Sequen:

9)

Initiate this request if samples require processing for NGS before Sequencing can begin
Note: User will always be charged for additional QC if samples fal initial QC.

Deep Sequencing Service Request — Sequencing Only

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

NGS

rary Preparation Only

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 additional QC if samples fal initial QC

Custom Request/Service

To be used for custom protocals not listed as standard
PLEASE CONTACT THE DEEPSEQLAB (kd121@uni-heidelberg.de) BEFORE INITIATING

» Facility Services price list

Deep Sequencing Core Facility

idually informed on their project progress.

Ifyou need help, email: iLab-support@agilent.com
©Agilent Technologies, Inc. 2022

s covefilies org | Privacy, Poli

| Technics! Securty Messures | Accepisble Use Policy
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Deep Sequencing Service Request (Library Prep+Sequencing)
Request Name

Customer: David Ibberson Lab: Admin (Heidelberg) Lab.
Email: kd121@uni-heidelberg de Phone: 06221 54 51359/69

Forms and Request Details

(28 bottom of s 1o a0 items to this recuest) =

Please provide details for your project.
Note: the information filed by the client hereafer shall be considered offcial confirmation of number of samples, type and sequencing requirements
Any further changes to these must be indiidually discussed with and accepted by Facility staff

Please fil out the form below, click Save completed form button, then click Submit request to core at the bottom of the page to submit your request.

¥ Sample Names
‘Sample Name Concentration (ng/ul)

1

2

3

4

5

5

7

s

9

10

»upload or download data to the grid from excel ¢

Please confirm number of samples |

[E save Progress





