SUBMISSION GUIDELINES 
Quote requests
When asking for a quote always include the following information:
· Number of samples
· Number of reads required per sample
· Required sequencing parameters (including indexing lengths)
· Type of libraries
· Grant code

Pre-made sample submission
We require pools to be submitted in low bind 1.5ml Eppendorf tubes. The tube must be clearly labelled with the project tag from the quote, ie williams_01-04-23_ribodepletion.
If the project tag has multiple pools then the sample tube must be also labelled with the pool number too, concordant with the submission form. Pool number in relation to samples should be stated in the submission form.
Multiple submissions at different times will be given a new project tag.
Do not mix samples with UMI’s with samples without – this causes big problems when demultiplexing.

Submission form completion
Sample name to consist of ALPHA NUMERIC characters and hyphens only. 
NO OTHER PUNCTUATION MARKS OR SPACES to be included.
Please do not label your sample as a number eg ‘1’. Please label as ‘sample-1’ etc.
Please leave no empty rows.
Samples can only be submitted once ‘project tag’ has been given (this can be found on the quote).
All of the above MUST match data held in the Submission form.

Sequencing run parameters and reads required (PF) are essential on submission
Please do not quote ‘read pairs’ as we will take this to mean ‘reads’

Indexing
When supplying indexing information please quote the MiSeq indexes for i5 and i7.
Do not provide primer sequences (P5 and P7)
The index code should be entered under index 1 (and / or index 2), ID and Sequence wells.
Only add the index sequence to the sequence box on the submission form. Do not add anything else.

The following box should be left empty, unless using custom primers :

	Sequencing requirements

	Spike-in PhiX (%) if left blank, 1% PhiX will be added
	Please provide the appropriate oligo name under the relevant category

	
	Read 1 Primer name
	Read 2 Primer name
	Index 1 Primer name
	Index 2 Primer name

	 
	 
	 
	 
	 

	 
	 
	 
	 
	 

	 
	 
	 
	 
	 

	 
	 
	 
	 
	 




Any misinformation regarding index sequences will invariably cause delay in data being created.
When submitting samples using 10x indices do not add any extra zero’s 
e.g. SI-TT-A1 and NOT SI-TT-A01
Specifically, for 10x, we only require the index code under the index 1 sequence column; please do not include the index sequences.
It is recommended that ONLY dual index 8bp or dual index 10bp indexes are used. The use of 6bp single indexing is not recommended.
DO NOT forget to annotate the top section of the submission form :
	PrincipleInvestigator:
	David Williams
	 
	 

	MainContact:
	David Williams
	 
	 

	ProjectID:
	(leave empty)
	 
	 

	ProjectTag:
	williams_10-5-2023_mRNA
	 
	 

	QuotationNo:
	IGFQ001583
	 
	 

	 
	 
	 
	 
	 


Samples to be provided at highest possible molarity and volume.
Absolute minimum for 1 sequencing run is 12ul @ 2.5nM
Submissions for low numbers of reads (<1200 million) may suffer delays in sequencing due to maximising sequencing efficiency. Try and batch your samples together to achieve this.
MINIMUM SUBMISSION (without arrangement with IGF): 100M reads 
