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plurality of first dafa structures corresponding to g respective window of
nuclectides sequenced in a respective nucleic ackd maolecute of a plurality of
first nucleic acid molecules, where sach of the first nucleic acid molecules is
sequenced by measuring pulses in a signal coresponding to the nuclectides,
where a modification has a known first state in the nucleotide at a target
position in each window of each first nucleic acid molecule, each first data
sfructure comprising values for certain properties

- 1022
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Storing a plurality of first training samples, each including one of the first
plurality of first dala structures and a first label indicating the first state for the
modification of the nuclectide at the targst position

. 1024

Receiving a secenﬂ ¥ us'ai ty af second dats structures, sach second dafa
structure of the second plurality of second data structures corresponding to a
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window of each second nucleic acid molecule, each second data structure
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{ Btoring a plurality of sscond fraining samples, each including one of the second
plurality of second data structures and a second label indicating the second
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