SYSTEMS AND METHODS FOR PROCESSING NUCLEIC ACID
CHROMATOGRAMS ABSTRACT Computer systems, computer program
products and methods for processing an input nucleic acid chromatogram
having a plurality of substantially simultaneous traces. Each trace in the
plurality of traces has a plurality of datapoints. Each respective datapoint

in e?_Chsx@éf@M@'wﬂﬁxﬁﬂmﬂﬁiw{éﬁ%@%@é@@éﬁm%@ﬂ a
position in the trace corre r%ond o the resEectlve datapoint. A first

peak is identified in a first t HR tially overlapping a second
peak in a second trace in the pIurallty of traces. The first peak is
outputted to a first output homoARKIRA€EPresentation and the second
peak is outputted to a second output homozygous representation. The

CdirphRPIpHERS "E&%ﬁ/ﬁ%oé%%’i@&ﬁ@t@ %Hd%@tﬂéﬁ& ﬁﬁ'ﬁt@éé@ﬁ%%&equence

] representatlon or a first h omaQzygous nucleic acid omatogram

IR LSS G S TR IR PR TP AER BHPb ATRTE gAY, STRIMEREUH draspheh
trdge Nokzy gbudire pfesentation phueaSgceidhlapmozyous spguibratapoint in each

of SRV SAEIAYIOD: O ABERRT BRMARY OO URRMCI5HG, RRleL DY ATRIRRER Ot Srace

input' nucleic acid chromatogram. F
corresponding to the respective datapoint. A ﬁrst peak is identified in a first trace that is
substantially overlapping a second peak in a second trace in the plurality of traces, The first
peak is outputied to a first output homozygous representation and the second peak is
outputted to a second output homozygous representation. The first output homozygous
representation is a first homozygous sequence representation or a first homozygous nucleic
acid chromatogram corresponding to the input mucleic acid chromatogram. The second

output homozygous representation is a second homozygous sequence representation or second

homozygous nucleic acid chromatogram of the input nucleic acid chromatogram.
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