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—_ Figure 1. Flow diagram of constructing pan-
genome sequences from individual

OR ° 1 1 assemblies and human reference genome.

The processes include: (1) De novo assembly;

2 Drop highly similar sequence: (3) Extract

@4 1 { unaligned sequences ; (4) Merge unaligned
e sequences across multiple individuals; (5
@ J 1 il Remove redundancy sequences; (6 Remove
— ven potential contaminations; and (7, Construct
@\ 1 o pan-genome combining the human reference
i genome and novel sequences.
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