[ Downloaded from mg.genetics.ir on 2025-12-02 ]

9 TopHat2 (&8 3,10 41 91p § 90 sl JEuSS anslic
0o Sl g3 (5001 (Silo gl g Judoxi g 4 35 48 HISAT2
Exr

Technical comparison of the capabilities of two software
applications TopHat2 and HISAT?2 in bioinformatics analysis of
chicken transcriptomic data
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