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Supplementary Fig. 1 Maximum-likelihood phylogeny based on partial 5’UTR sequences of
EqHV. In addition to sequences obtained from South African foals, the phylogenetic tree
contains sequences for EqHV retrieved from GenBank, as described in the Materials and
Methods section. The analysis involved 130 nucleotide sequences. All positions containing
gaps and missing data were eliminated, whereby a total of 184 positions were included in the
final dataset. Bootstrap values <70% are not shown. The symbol legend indicates symbols and
the corresponding continent which a sequence originated from. The scale bar illustrates the
number of substitutions per site. Framed sections, including sequences obtained in this study,
are illustrated in detail in supplementary Fig. 2.
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Supplementary Fig. 2 Detailed views of the complete phylogenetic tree based on partial 5’UTR
sequences of EqHV. (A-B) Each panel illustrates a part of the complete tree, including the
accession number, country and year of each sequence. Additionally, sequences acquired in
the present study are labelled with the number of the foal which the isolate originated from
(refer to Table 3). The symbol legend indicates symbols and the corresponding continent
which a sequence originated from. The scale bar illustrates the number of substitutions per
site.
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Supplementary Fig. 3 Maximum-likelihood phylogeny based on partial NS5B sequences of
EqHV. In addition to sequences obtained from South African foals, the phylogenetic tree
contains sequences for EqHV retrieved from GenBank, as described in the Materials and
Methods section. The analysis involved 125 nucleotide sequences. All positions containing
gaps and missing data were eliminated, whereby a total of 259 positions were included in the
final dataset. Bootstrap values <70% are not shown. The symbol legend indicates symbols and
the corresponding continent which a sequence originated from. The scale bar illustrates the
number of substitutions per site. Framed sections, including sequences obtained in this study,
are illustrated in detail in supplementary Fig. 4.



99 |—. MH632186 South Africal/ 2017
@ MHE32187 South Africa2/ 2017

A KT006299.1 Brazil/ 2011

_ —— A KT006292.1 Brazil/ 2008
A KT006293.1 Brazill 2009

@ MH532191 South Africab/ 2017

[J JQ434004.1 USA/ 2011

A KT006294.1 Brazill 2009

- | |0 NC 024889.1 Japan/ 2013
99 1 & AB863589.1 Japan/ 2013 A KT006302.1 Brazil/ 2013
(O KX239433.1 France/ 2014 A KT006300.1 Brazil/ 2013
A 99 [O KX239414.1 France/ 2013 A KT006303.1 Brazilf 2013
JE— 81 @ MH632193 South Africa8l 2017 A KT006304.1 Brazill 2013
% 99 —EO KX239450.1 France/ 2014 A KT006305.1 Brazil/ 2013
L— (O KX239411.1 France/ 2013 A KT006306.1 Brazill 2013
98 V KP325401.1 New Zealand/ 2011 A KT006307.1 Brazill 2013
77 | V JQ434001.1 New Zealand/ 2011 A KT006310.1 Brazil/ 2013
86 83 L—— & KX056116.1 South Korea/ 2015 A KT006311.1 Brazill 2013
(O KX239460.1 France/ 2014 %] A KT006312.1 Brazil/ 2013
_90|__ (1 JQ434003.1 USA/ 2011 A KT006313.1 Brazil/ 2013
92 (O KX239461.1 France/ 2014 A KT006314.1 Brazil/ 2013
89 O KX239458.1 France/ 2014 A KT006316.1 Brazil/ 2013
99 O KX239429.1 France/ 2014 A KT006317.1 Brazil/ 2013
@ MH632196 South Africal1/ 2017 — | A KTO06318.1 Brazil/ 2013
(O KX239412.1 France/ 2013 A KT006309.1 Brazill 2013
(O KX239410.1 France/ 2013 A KT006308.1 Brazill 2013
B A KT006301.1 Brazil/ 2013
7 L— A KT006315.1 Brazill 2013
O KX239444.1 France/ 2014

@ MH632189 South Africad/ 2017

@ MHE32195 South Africa10/ 2017

— @ MH632200 South Africa15/ 2017
@ Africa @ MHE32188 South Africa3/ 2017
O Europe @ VH632198 South Africa13/ 2017
¢ Asia

. @ VH632201 South Africa16/ 2017
O North America
A South America @ MHE32192 South Africa7/ 2017
YV Australia 'I-_. MH632190 South Africas/ 2017
@ MHB32202 South Africa17/ 2017
L @ MH632199 South Africal4/ 2017

-|. MH632194 South Africad/ 2017
80

0.05 @ MHBE32197 South Africa12/ 2017

Supplementary Fig. 4 Detailed views of the complete phylogenetic tree based on partial NS5B
sequences of EqHV. (A-B) Each panel illustrates a part of the complete tree, including the
accession number, country and year of each sequence. Additionally, sequences acquired in
the present study are labelled with the number of the foal which the isolate originated from
(refer to Table 3). The symbol legend indicates symbols and the corresponding continent
which a sequence originated from. The scale bar illustrates the number of substitutions per
site.





