(a)

# Porcine/JPN/HgTa2-1-1/2015/G1-PLCP
# Porcine/JPN/HgOg2-3/2015/G1-PLCP

# Porcine/JPN/Ishi-Ya3-1/2016/G1-PLCP
@ Porcine/JPN/IshiYa-5/2015/G1-PLCP

® Porcine/BEL/15V010/2015/G1-PLCP

® Porcine/JPN/HgYa2-1/2015/G2-PLCP

@ Porcine/USA/08/NC USA/2015/G17-PLCP
@ Porcine/JPN/Mol2-2-1/2015/G1-PLCP

@ Porcine/KOR/KNU-1811/2018/G1-PLCP
# Porcine/JPN/HgOg2-4-1/2015/G1-PLCP

@ Porcine/USA/Texas1/2014/G1-PLCP

8

1901 | & Porcineru 1-PLCP

EToV/NLD/Berne/2006/ABC26008

BToV/CAN/Breda1/2005/AAS 17963
PToVICHN/NPL/2014/AIU41583
PToV/CHN/SH1/2010/AGB05580
BToV/JPN/Kagoshima/2014/BAU21410
SARS-CoV/USA/Urbani/2016/AAP13442
MERS-CoV/SAU/EMC/2015/AVV61898
IBV/USA/M41/2006/ABI26421
HCoV-229E/USA/933-40/1993/AGT21366
HCoV-NL63/NLD/Amsterdam496/2006/ABES7129
PEDV/KOR/KNU-141112/2014/AKS50243
SHFV/USA/B11662/2010/A1Y55134

EAV/USA/S4; 2903811

APRAV/CMR/06509/2010/AJG06 168
PRRSV2/DNK/VR-2332/2002/AA013191

LDV/USA/NYC/Manhattan/pool 1/2015/AWB 14665

Tovs

Covs

Arteriviruses

(b)

100 - @ PorcinelJPN/HgTa2-1-1/2015/G1-PLCP
# Porcine/JPN/Hg0g2-3/2015/G1-PLCP
® Porcine/JPN/HgOg2-4-1/2015/G1-PLCP
® Porcine/JPN/Mol2-2-1/2015/G1-PLCP
# Porcine/USA/Texas1/2014/G1-PLCP
100! 4 Porcine/USA/Texas2/2014/G1-PLCP
@ Porcine/KOR/KNU-1811/2018/G1-PLCP

* 15V010/2015/G1-PLCP
® Porcine/JPN/IshiYa-5/2015/G1-PLCP
® Porcine/JPN/Ishi-Ya3-1/2016/G1-PLCP
Porcine/JPN/Ishi-Ya4-2/2016/G3
PorcinelJPN/Ishi-Ya3-2/2016/G9
Porcine/JPN/Bu6-5/2014/G3
Porcine/JPN/Bug-2/2014/G3
100 Porcine/JPN/Bu8-4/2014/G3
Porcine/JPN/Ishi-Im8/2016/G10
% PorcinelJPN/ishi-Ka3 10

w Porcine/JPN/HgYa2-3-1/2015/G10

100! Porcine/JPN/HgYa2-4-1/2015/G10

Porcine/JPN/Iba27-20/2015/G9
Porcine/VNM/714418/CaoL.anh/2012/G8
Porcine/VNM/714152/CaoL.anh/2012/G9
Porcine/VNM/714171/CaoLanh/2012/G9
Porcine/VNM/734087/ThanhBinh/2012/G9
Porcine/JPN/Iba26-506/2014/G2/LC316792

100

@ Porcine/USA/08/NCUSA/2015/G17-PLCP
@ Porcine/JPN/HgYa2-1/2015/G2-PLCP
Porcine/JPN/HgTa2-2-2/2015/G9
Wildooar/HUN/WBD/2011/G4
Porcine/USA/13-03212/2013/G1
Porcine/CHN/Ch-ah-f1/2008/G1
Porcine/KOR/PEV-B-KOR/2012/G6
UKG/410/73/2002/G1
Porcine/BEL/12R021/2016/G10
Porcine/HL
Porcine/JPN/Ishi-Sa5/2015/G3
Porcine/JPN/Ishi-Ka7/2016/G3
Porcine/JPN/Bu3-4/2014/G3
Porcine/JPN/Bud-2/2014/G3
Porcine/JPN/Bu5-1/2014/G3
L Goat/CHN/JL14/2014/G20
Sheep/HUN/TB4-O

P UK-NI/2018/G7

Figure S1. Phylogenetic analysis based on the PLCP genes of EV-Gs and nidoviruses, including torovi-
ruses (ToVs), coronaviruses (CoVs), and arteriviruses (a) and full-length genomic sequences, excluding
the insertion PLCP sequences of EV-G strains (b). Multiple sequence alignments were performed using
the ClustalX 2.0 program, and the phylogenetic trees were constructed from the aligned nucleotide
sequences using the neighbor-joining method. Numbers at each branch represent bootstrap values
greater than 50% of 1000 replicates. Hosts of origin, geographical origins, names of the strains, years of
isolation, genotypes, and GenBank accession numbers are shown. The genotypes are indicated on the
right-hand side. A solid circle denotes the Korean recombinant EV-G1-PLCP strain identified in this
study; solid diamonds indicate global EV-G PLCP strains reported in previous studies. Scale bars

indicate nucleotide substitutions per site.
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Table S1 Comparison of the full-length genomes of reference EV-G strains with the Korean

EV-G1-PLPC KNU-1811 strain

GBR/UKG/G1 USA/Texasl/Gl  BEL/15V010/G1 JPN/Mol2-2-1/G1 JPN/HgYa2-1/G2 USA/08 NC/G17
KNU-1811

% nt/aa identity to KOR/KNU-1811/G1

Genome regions (nt length)

5" UTR (813) 89.0/~" 86.5/- 92.2/— 93.3/— 93.2/— 94.7/—
VP4 (207) 82.6/92.7 74.8/79.7 78.7/89.8 89.8/98.5 72.4/81.1 79.2/92.7
VP2 (738) 80.7/95.1 83.8/96.7 79.9/95.5 87.5/97.9 68.6/81.7 71.0/84.1
VP3 (831) 80.3/92.4 85.9/95.3 81.6/95.7 90.0/97.8 68.0/72.9 69.0/75.8
VP1 (729) 79.0/85.1 85.2/94.6 79.9/93.6 87.9/94.6 61.4/62.5 59.4/61.4
2A (450) 81.3/93.3 85.7/94.6 83.5/96.0 83.1/94.6 80.4/92.6 87.3/95.3

2B (297) 75.4/81.8 82.4/94.9 86.5/100 85.8/96.9 87.2/97.9 89.5/97.9
2C (987) 77.0/86.3 86.2/97.5 86.5/97.2 87.5/99.0 88.6/99.0 87.6/96.6

PLCP (594) —/- 71.5/75.0 77.3/76.8 77.8/80.1 77.0/79.2 82.6/89.3
3A (267) 74.1/85.3 84.2/96.6 84.2/93.2 82.7/98.8 82.7/96.6 82.3/96.6

3B (66) 81.8/95.4 86.3/100 84.8/100 87.8/100 86.3/100 87.8/100
3C (549) 71.9/84.6 87.6/100 86.5/97.8 83.9/95.6 86.3/100 86.5/97.8
3D (1,386) 78.8/88.0 90.2/98.0 85.4/97.8 86.5/98.0 86.8/97.3 85.8/97.1

3" UTR (71) 82.4/- 35.2/— 80.0/- 73.2/- 70.4/— 98.5/—

" Not applicable.



