Figure S3 : Raw reads aligned to either the reference EcPV2 genome or on the reconstructed
sequences and visualized through the Integrative Genome Viewer (IGV)

a) ID2396 1-1 raw reads aligned to the EcPV2 reference LC612601.1
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b) ID2396 4-4 raw reads aligned to the consensus reconstructed sequence
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¢) ID2396 7-7 raw reads aligned to the reconstructed EcPV2 sequence

e) ID2396 10-10 raw reads aligned to the reconstructed EcPV2 sequence
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d) ID2396 12-12 raw reads aligned to the reconstructed EcPV2 sequence
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