
                                            

Winners will be notif ied on October 14, 2024. No further emails will be sent out about the deadline; please 
add this deadline to your calendar.  

Application Details  

Abstract Project Summary should include (1-page limit, 11 pt font):  

1) Lab PI, department, if applicable, the grant title, type (ex. NIH R01) 
2) Project summary, a perspective on impact of the proposed work  
3) Details on sample and project information  

a) number of samples 
b) nature of your samples – extraction methods and QC measures 
c) type of pilot project - WGS, bulk transcriptomics, direct RNA, single-cell RNA, metagenomics 
d) ONT library prep (consult if you need more information) – Ligation, rapid, direct RNA, cDNA-

PCR, ultra long

 

Additional Guidance: Mellowes and ONT are happy to provide further guidance on experimental design.   

In planning your nanopore project please consider the following expected yield ranges. For most nanopore 
applications we discuss yield in gigabases. This is because, unlike SRS platforms, our reads are not bound 
to a particular size distribution. cDNA and RNA applications are more readily discussed in terms of read 
count due to the natural size distribution of these sample types. When planning your project, it can be useful 
to take the size of your target (or genome), multiplied by your desired coverage, and then see how that 
compares to the expected yield of a PromethION or MinION flowcell. Keep in mind that 5mc, 5hmc, and 
6ma information will available for any native sample input. 



                                            


