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Supplementary Figure S1

Figure S1: 
Multiple sequence alignment of amino acids derived from genomic sequences 
from all samples in Figure 1 for genes in the spaCBA-srtC1 cluster. Top align-
ment shows a representative zoom-in (from the Sortase C gene) of the multi-
ple alignment, colored by amino acid. Whole gene alignments are shown for 
each gene as small version of the zoom-in. All samples are identical for all 
genes. Sample colored as in Figure 1.
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Figure S2: 
A) Fraction of read support in the CHCC stock compared to the original stock from 1994, 
for the SNPs identified in Figure 4A.  
Left panel: Y axis shows the fraction of reads supporting the alternative allele. Bars represent 
mean +/- 95% confidence intervals for the three samples of the original stock from 1994 and the 
three samples of CHCC from the same batch. NS (not significant) indicates P>0.05 (two-sided 
Mann-Whitney test) while NA (not applicable) means P was not possible to calculate (zero fraction 
in all samples in both groups). 
Right panel: Analysis of genome-wide similarity of the three samples of the original stock from 
1994 and the three samples of CHCC from the same batch. Y axis shows the distribution of pair-
wise average nucleotide identity (ANI) scores for a given set of samples as boxplots (within the 
original stock from 1994, within the CHCC samples from the same batch, and between the two 
groups). NS (not significant) indicates P>0.05 (two-sided Mann-Whitney test). 
B) Amino acid substitution consequence prediction of the SNPs identified in Figure 4A. 
Prediction was performed by PROVEAN. Each row shows data for one genomic position.


