SciLifeLab Spatial Transcriptomics
Application form

Applications can be sent at any time to 

spatialtranscriptomics@ngisweden.se
________________________________________________________________________________________

Contact details 

Note: The applicant should be a PI/group leader. 

First name*: 

Family name*:

Position*:
University*:  

Address*: 

Phone: 

Mobile phone: 

Email*: 

Project short name (max 20 char)* : 
Organism*:

Tissue Type*:

Sample Type* (highlight only one):

· Embedded Tissue

· cDNA after probe release (workshop participants only)
* mandatory fields

________________________________________________________________________________________

Costs

Personnel costs are covered by SciLifeLab for researchers based in Sweden. The costs for this facility are only the reagent costs. A typical run costs 10 000- 30 000 SEK per sample depending on sequencing depth and project design. An initial shallow sequencing of generated libraries will be done to determine the extent of sequencing required for the particular study.
_____________________________________________________________________________________________
Sample Requirements

The sample should be frozen and embedded in OCT.
It is preferable if the researcher can travel to SciLifeLab to section the sample.

_____________________________________________________________________________________________

Prioritisation

Samples may be prioritised such that tissues with established sample preparation (sectioning, permeabilisation, tissue removal) are selected before tissues with less knowledge.
_____________________________________________________________________________________________

Feasibility Judgement

Some tissue might be very hard to work with, or some samples might be very deformed / degraded. In these cases, the Spatial Transcriptomics lab will make a scientific feasibility judgement on probable outcomes and whether it is advisable to run the sample or a new sample is needed.
_____________________________________________________________________________________________

Best Efforts

For any tissue that is not one of the standard tissues that the facility offers, the facility will make two (2) attempts to produce data. If further optimisations are necessary, (i.e. the facility is unable to produce usable data) these are to be performed by the researcher.
Deliverables

· Raw sequencing data (fastq format)

· Tissue and array images

· ST pipeline raw output

· Log file

· QA stats file

· Bed file of reads

· Tab separated stdata file

· ST pipeline processed output

· Processed image files

· Processed stdata file

Project description (max 2 pages!)

Please describe your research project. Make clear the i) background, ii) questions to investigate, and iii) the scientific value of the study. Also give a short outline of your suggested strategy for using sequence data to answer the questions of the study. 
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