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Supplementary Figure 1. Genetic characteristics of Escherichia coli carriage
isolates from A. subject IHD813; B. subject IHD1178; C. subject IHD717.
Black circles at tree nodes indicate bootstrap values of > 95%. Colored circles
represent genetic similarity of isolates within STs, and are sized and labeled
according to the number of isolates sharing identity. Branches between circles
represent a core, single nucleotide variant. Labels adjacent to circles represent
blacrx-m variants (colored by variant type). Within-host resistance and virulence
gene profiles for all isolates in this individual are represented in the heatmap at the
bottom of each panel, with colored blocks representing presence, and gray blocks
absence of a gene. Resistance genes are represented as red blocks; virulence
factors are colored by functional category (sea-green = adhesins; olive = toxins;
light blue = nutritional factors; dark blue = immune evasion; lilac =
miscellaneous). Isolates from within the cefpodoxime zones are labelled 1-8;

from outside the zones 9-16, where applicable.



sample name

91 €18AHI

P €I8AHI

T €I8aHI
017 €18AHI

aac3-1ld
aac3-lle
aac6-Ib-cr
PSE-1/P1
blaLAP-2
ant2-la
aadAla
aadA2

I
|
-15
I CTX-M-SS
OXA-1
TEM-1
qnrSt
qepA
papA
papB
papC
papD
papE
papF.
papG
papH

€S N-XILD

S9JB[OSI U39MIq SOUSIPIP ANS 2100 9[Sur

p Isoy-uryiiqy

154241

4

SSIN-XLD

(SS-IN-XLD 11B) 2dKjouayd 19SH 11V

(0TLS) LS dwes

SOJB[OSI 9]
€ISAHI 12IqnS



Subject IHD1178
e 16 isolates

IHD1178_13; ST-648 CTX-M 15

e 3 STs(ST648 [13],
ST405 [2], novel ST [1]) HD1178_12; 5T-648 CTX-M 15
¢ 16 isolates with CTX- IHD1178_11; ST-648 CTX-M 15

M-15 IHD1178_10; ST-648 CTX-M 15

IHD1178_8; sT-648 CTX-M 15
Within-host diversity

X ! IHD1178_7; ST-648 CTX-M 15
¢ Core variable sites =
110,865 IHD1178_6; 5T-648 CTX-M 15

IHD1178_5; ST-648 CTX-M 15

IHD1178_4; sT-648 CTX-M 15
IHD1178_3; ST-648 CTX-M 15
IHD1178_1; sT-648 CTX-M 15

i IHD1178_2; sT-648 CTX-M 15

IHD1178_15; ST-648 CTX-M 15

tzo_ 178_9; ST-405 CTX-M 15

IHD1178_16; ST-405 CTX-M 15

IHD1178_14; ST-novel CTX-M 15

P
£ s2fElacaquzTEhan -
EERF TR Tess i< o@EQ T =X = & PR ) EERS - - oy =D =
R L R L L N B R D
s SR TR T EAA B T E A iR R ESS5cScTEEEEEEE ST S I EESEE a2 2258555555555 58282828528
HER Rl
] & voo
IHD1178_13

IHD1178_7
IHDI178_6
IHDI178_5

traT
ompA
tra
ibeA
ibeB
ompT
malX




IHD717_11; ST-3489

IHD717_7; ST-3759

IHD717_3; ST-155

IHD717_14; ST-novel

HD717_12; ST-novel

IHD717_10; ST-novel

IHD717_8; ST-novel

IHD717_6; ST-novel

IHD717_5; ST-novel

IHD717_4; ST-novel

Subject IHD717

* 16 isolates IHD717_1; ST-novel

e 5S8Ts

*  No CTX-M/ESBL positive
isolates

IHD717_2; ST-novel

IHD717_15; ST-novel

IHD717_16; ST-939

Within-host diversity HD717.9:8T039 11,315 8NVs
*  Core variable sites = 70,933

IHD717_13; ST-939

3,100 SNVs

.

H zefElesasnzatlon v . N - P T

2 SEisd 233 I 72 LRYe e T YU IR OYR A SO E T W LR Y e LI eYI LS E LI EE L8882 e EETEeQRE

- P A L N N e R R A T

g §ES P EE IS CEGSTEREREEERAEREATGSRESSSSSSTEEEEEESEEE EEEEEice 2225555555555 e EESEESEE
ERR TR R E

S = [SASIS]

novel
novel
novel
novel
novel
novel

novel




