
   

ADAPT/ADAPTdb
A resource for ARISA

● Problems with T-RFLP?

● Problems with 16S sequencing?

● Problems with metagenomics



   

Can ARISA help?



   

Still uses a sequencing 
machine!



   

Fragment length depends on ITS



   

Does everyone have an ITS?



   

http://edwards.sdsu.edu/adapt



   

You can remake T-RFLPs in silico



   

We can categorize organisms



   

BACK!
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