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Figure S2
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Figure S3
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Figure S4
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Figure S5
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a b
4 -f
50 4 0
/2]
0 404 Q© 30+
W« & o &
5 © o<
< £ 30 oL
L0 23 20-
c? ED
52 20+ ENG
ZQa Zwn
o S 101
S 104 =
0- 01
N N N N N N Bk \N\\ & »\Qg \a éeP‘ de% o2 69'0 ée,?“ \\a'\ 0N
r‘)g) fb'\ *'\ ,a'b e’\ fLQ) \6\' AP o 207 of 2 8Y P 20 a9 =)
© \%Pb \60 \5qe \50( \6?‘06 O‘IsP‘ O"‘P‘ \xP*O\% ,&o‘a
Mobile element Gene
c d e
1501 Sampling site l Hospital A Hospital B M Hospital C . 0.0023
k) : @ 1.2e-06
g S i
O N
< 2 _40- g™
[ 100' % 2\/ [0)
7] Y= g Q@
2 ) 3
£ oy 2
5 50 gE20 o s
o i <
8 u 5
l.. - & :
o) | [e—— N - 5
\§(\ .\\\'a o"’fb <@‘3 ‘\Q e\\ \o'b & o @ o>
K 2 ‘(\ O A Q % X
«© \\oQ B o e&(\o 0@@ e \(\oe 0 N (o (//\A\“ y
: & . \ : \ e 2
S ? N \(\Q(\ ?* ?/ ‘(\?J\’b \e\ Q‘G«b\ S Q‘e\l
Q- 1\ ot
| ‘ || | | W W
More prevalent species EHMOS

NzZ_CP030131.1

2014
NZ_CP008708.1 NZ_CP058229.1
USA 7 / China
2008 ; i 2015
NZ_CP008850.1 NZ_CP045266.1

NZ_CP010782.1 s
United Kingdom
1982

Malaysia China
2011 2016
NZ_CP020576.1 NZ_CP028795.1
South Korea China
2013 2017
NZ_CP030084.1 NZ_CP034127.1
China China
2016 2018
NZ_CP050414.1 NZ_CP066522.1 -
India China
2019 2019
NZ_CP066231.1 NZ_CP069175.1
South Korea China
2020 2020
Patient_6 Patient_115
China 1kb China ___1kb
2021 2022
NZ_CP030131.1 (2014, China) AN
- 100.00
99.983 N7 CcP058229.1 (2015, China) | 2222
99.859 | 99.881 |\7 p45266.1 (2016, China) -+ 99.88
--99.84

99.96 | 100 | 100 \\; cpo2g795.1 (2017, )

100 100 | 99.972 | 99.888

INZ_CP034127.1 (2018, China)
99.959 | 99.939 | 99.965 | 100 | 99.896

NZ_CP066522.1 (2019, China)
100 | 100 |99.974|99.851| 100 |99.839

NZ_CP069175.1 (2020, China)
99.955 [ 99.997 | 99.881 | 99.989| 100 | 100 | 100

Patient_115 (2022, China)




Figure S7
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