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FIG. 8A Entropy with all fragments
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4300

4310 Receive a plurality of cell-free DNA
fragments from the biological sanmple

l

Subject the plurality of cell-free DNA
fragments to one or more probe
molecules that detect the sequence motifs

4320 in the ending sequences of the plurality of
cell-free DNA fragments
Use the detected DNA fragments to
4330

enrich the biological sample for the
climcally-relevant DNA fragments

FIG. 43
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4430

4440

4450

4460

44/47

Analyze a plurality of cell-free DNA
fragments from the biological sample to
obtain sequence reads

:

For each of the plurality of cell-free DNA
fragments, determine a sequence motif
for each of one or more ending sequences
of the cell-free DNA fragment

'

Identity a set of sequence motif{s) that
occur in the clinically-relevant DNA at a
relative frequency greater than the other

DNA

l

Identify a group of the sequence reads
that have the set of one or more sequence
motifs in ending sequences

l

Store sequence reads having a likelihood
of corresponding to the clinically-
relevant DNA exceeding a threshold, as
determined using the set of end motif(s)

l

Analyze the stored sequence reads to
determine a property of the clinically-
relevant DNA the biological sample

FIG. 44
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