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HTSeq — a Python framework

Wfacilitates rapid development of NGS data analysis
scripts

HMinitial release in 2010, |latest update published 2022

Ballows users with moderate Python knowledge to
create scripts, shields more advanced internals from
the user

BHTSeq-count — a tool for preprocessing RNA-Seq
data for differential expression analysis
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designed for differential expression analysis
default setting counts unambiguously mapped reads only
discards reads mapping to multiple positions or overlapping multiple features

for pair-end counts fragments, not reads
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intersection intersection

union _strict _nonempty
o gene A gene A gene A It a read maps on multiple features:
read |
gene A gene A no_feature gene A .
--nonunique none (default)
gene A £d -gene_ﬁ-. QEHE_A nﬂ—feature QEHE_A --non U n iq Ue aII
. --nonunique fraction
gene A :- gene A | gene A gene A gene A
--nonunique random
read |
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read ambiguous
B (both genes with ~ gene_A gene_A
o=n=_5 —-nonunique all)
read .
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- gene_B (both genes with --nonunique all)
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