	
Centre for PanorOmic Sciences (CPOS)
Genomics Core
	Pyrosequencing Service

Assay Setup Request Form
Website: https://cpos.hku.hk/
Email: pyroseq.cpos@hku.hk  

Contact No: 2831-5479


	User Information

	Username:
	P. I. Name:

	Department:
	Email:

	Tel:
	Date:


	Important Notes

	1. Refer to our website for the updated information (https://cpos.hku.hk/).
2. Email the assay setup request form to us before ordering your PCR and sequencing primers.
3. Sequence to analyze starts with the first nucleotide after the sequencing primer and covers the entire polymorphic site.  At least 15 bases after the last polymorphic site should be included in the sequence to analyze.  
4. As refer to vendor’s website, the reading length is 50-60 bases in typical, please limit the length of sequence to analyze to below 80 bases.
5. When entering polymorphic positions for the sequence to analyze, apply the following rules:

SNP positions should be indicated by / or IUPAC codes 
e.g. T/C or Y ; A/C/G or V
Insertions and deletions (InDels) should be indicated by [ ] 

e.g.  A[C]G represent either ACG or AG; GC[TT]TT represent either GCTTTT or GCTT
6. For methylation analysis, bisulfite treatment control should be chosen to assess successful bisulfite treatment.  C bases that are not followed by G in the sequence are normally not methylated and should be therefore converted to T after bisulfite treatment and PCR.  As a result of successful bisulfite treatment, all templates should show only Ts and no Cs in these positions.  For reverse assays, all templates should show only As and no Gs in these positions.  Please contact our platform specialist if you are uncertain about the selection.
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