18,375 18,384 18,394 18,404 18,414 18,429
T CAGAAAGTEN G GA GET B CEARADT G CEARARAAGTE CTETE GIEE GOA GT G

Sanger validation PCR
(forward sequence)

Sanger validation PCR
(reverse sequence)

TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA

20 randomly selected TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
X X TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
lllumina reads mapping TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
to region TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGHECAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTEGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAMCTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGHAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA
TGACAAACTCCGCGAGCTGCGCAAACTGGCAAAAAACTCGTCTCGTCCGCAGTGA

Supplemental Figure 2: The putative AAAAAAC “slippery sequence” in region of ORF1a/b overlap is well supported by lllumina
and Sanger sequencing. The 55 nt region of overlap between ORF1a and ORF1b is shown as are Sanger and lllumina
sequences mapping to this region. Bases are numbered according to the overall genomic position. Sanger sequences are from
directly sequenced PCR products. 20 randomly-selected Illumina reads (from 85x average coverage) are depicted and
disagreements to the consensus sequence are highlighted.



