°Per base sequence quality
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i 2 3 4 5 6 7 8 9 1519 25.29 3539 45.49 55.59 £5-69 75-79 85-39 9599 110114 125129 140-144
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°Per base sequence quality

Duality scares acrass all bases (Sanger/lllumina 1.9 encading)

1 2 3 4 5 6 7 & 9 1519 25-29 35-39 45-49 55-59 65-69 75-79 85-89 95-99 110-114 125-129 140-144
Pasitian in read (bp)

Figure S2. Per base sequence quality modules of the isolate Hzn5 in both forward (R1, above) and
reverse (R2, below) fastq file.



