
   10x Genomics Single Cell Sample Submission Form 

Single cell Suspension Information: 
*Asterisk indicates required information 

Sample 
Name* 

Species* Cell Type* 

 

If samples are 
sorted, which 

fluorophores used? 
Any florescent 

reporters? * 
(n/a if no florescence) 

Target Cell 
Recovery* 

(How many cells 
you want to 

ultimately analyze) 

Estimated 

Conc. 

 (cells/mL) 

      

      

      

      

      

      

      

      

PI Name:  Phone Number:  

Submitter Name:  Fund Code(s): 
(Use for sequencing too?)  

Sequencing at Duke 
Sequencing Core or 
picking up libraries? 

 
Prep Type: 
(Expression, TCR, BCR, ATAC, CITE)  

Require our Analysis Service?  

Important Notes: 

» Unless otherwise specified, all leftover sample/library will be discarded two months after prep is complete. 

» Please email this form to DMPI-MGC@duke.edu before sample submission. 

» We will not continue Single Cell protocol for cells with viability <80% without instruction to do so. 

» We do not accept samples with Biosafety Level greater than level 2. Must inform us of infectious samples. 

» Check “Submission Requirements” information sheet for sample formatting criteria. 

» If cell prep directions are not followed explicitly, we cannot guarantee success of sequencing data. 

» Please be available by phone for 1 hour after drop off in case of emergency decisions regarding viability, etc. 

Please acknowledge that you have read and understand the above notes by signing this page and submitting it 

with your sample submission. 

    X___________________________ 

     



Internal Use: 

Date:  

Received By:  

Storage Location:  

Library Prep Date:  
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