— ENV_NEWP_35_07-23-08_R8-1638

200838 NEWP_35_10-02-08_R8-2688

54
=2008.42
— ENV_NEWP_35_10-02-08_R8-2249

@35
===0(008.54
— ENV_NEWP_35_11-05-08_R8-2843

0.386
====2008.59

— ENV_NEWP_35_12-09-08_R8-3136

— BOV_NEWP_17_11-07-07_R6-0956

.335
==2007.7

— BOV_NEWP_17_12-12-07_R8-0206
0.9866

=2007.65

ENV_NEWP_17_02-12-08_R8-0341

2007.98

ENV_NEWP_17_02-12-08_R8-0342
0.9009

uuuuuuuuu

r BOV_NEWP_62_10-14-08_R8-2874

r BOV_NEWP_62_11-12-08_R8-2900
72008.68

ENV_NEWP_62_12-11-08_R8-3137
5]
-

8.72
= 2008.89

FE‘SD

- ENV_NEWP_62_12-11-08_R8-3139

i

7 2008.88

r ENV_NEWP_62_01-22-09_R8-3410

6344
+22008.94
ENV_NEWP_62_03-05-09_R8-3442

2009.1

ENV_NEWP_62_05-28-09_R8-4026

0.6

2001 2002 2003 2004 2005 2006 2007

2008 2009 2010

Supplementary Figure S9. Rooted, time-scaled maximum clade credibility (MCC) phylogeny constructed using
core SNPs identified among 16 Sa/monella Newport genomes isolated from subclinical bovine sources (pink tip
labels) and the surrounding bovine farm environment (teal tip labels). Branch labels (black italic text) denote
posterior probabilities of branch support, while node labels (black boldfaced text) denote node ages. Time in years
is plotted along the X-axis, and branch lengths are reported in years. Node bars denote 95% highest posterior
density (HPD) intervals for common ancestor (CA) node heights. Core SNPs were identified using Snippy. The
phylogeny was constructed using the results of ten independent runs using a relaxed lognormal clock model, the
Standard TPM1 nucleotide substitution model, and the Coalescent Bayesian Skyline population model
implemented in BEAST version 2.5.1, with 10% burn-in applied to each run. LogCombiner-2 was used to
combine BEAST 2 log files, and TreeAnnotator-2 was used to construct the phylogeny using CA node heights.



