Description of Additional Supplementary Files

File Name: Supplementary Data 1

Description: Zika virus deletions identified in Vero cell passages. All start and stop positions for all
deletions are listed ‘Start’ refers to the first deleted nucleotide, ‘Stop’ refers to the first nucleotide
following the deletion. ‘Del.size’ refers to the deletion size in nucleotides. ‘OF.by’ refers to the
conservation of the open reading frame following the deletion (0 for no change, 1 for onenucleotide
frame-shift, 2 for two-nucleotide frame-shift). ‘DVG.size’ refers to the resulting deletion-bearing genome
size . ‘Passage’, ‘Replicate’ and ‘MOI’ refer to passaging conditions of the sample where the deletion was
found (passage number, replicate and multiplicity of infection, respectively). ‘RPM’ refers to deletion
reads per million

File Name: Supplementary Data 2

Description: Zika virus deletions identified in C6/36 cell passages. All start and stop positions for all
deletions are listed ‘Start’ refers to the first deleted nucleotide, 'Stop’ refers to the first nucleotide
following the deletion. ‘Del.size’ refers to the deletion size in nucleotides. ‘OF.by’ refers to the
conservation of the open reading frame following the deletion (0 for no change, 1 for onenucleotide
frame-shift, 2 for two-nucleotide frame-shift). ‘DVG.size’ refers to the resulting deletion-bearing genome
size . ‘Passage’, ‘Replicate’ and ‘MOI’ refer to passaging conditions of the sample where the deletion was
found (passage number, replicate and multiplicity of infection, respectively). ‘RPM’ refers to deletion
reads per million.

File Name: Supplementary Data 3

Description: Yellow fever virus deletions identified in SW-13 cell passages. All start and stop positions
for all deletions are listed ‘Start’ refers to the first deleted nucleotide, ‘Stop’ refers to the first nucleotide
following the deletion. ‘Del.size’ refers to the deletion size in nucleotides. ‘OF.by’ refers to the
conservation of the open reading frame following the deletion (0 for no change, 1 for one-nucleotide
frame-shift, 2 for twonucleotide frame-shift). ‘DVG.size’ refers to the resulting deletion- bearing genome
size . ‘Passage’, ‘Replicate’ and ‘MOI’ refer to passaging conditions of the sample where the deletion was
found (passage number, replicate and multiplicity of infection, respectively). ‘RPM’ refers to deletion
reads per million.

File Name: Supplementary Data 4

Description: West Nile virus deletions identified in C6/36 cell passages. All start and stop positions for
all deletions are listed ‘Start’ refers to the first deleted nucleotide, ‘Stop’ refers to the first nucleotide
following the deletion. ‘Del.size’ refers to the deletion size in nucleotides. ‘OF.by’ refers to the
conservation of the open reading frame following the deletion (0 for no change, 1 for one-nucleotide
frame-shift, 2 for twonucleotide frame-shift). ‘DVG.size’ refers to the resulting deletionbearing genome
size . ‘Passage’, ‘Replicate’ and ‘MOI’ refer to passaging conditions of the sample where the deletion was
found (passage number, replicate and multiplicity of infection, respectively). ‘RPM’ refers to deletion
reads per million.



