Figure S1. Heatmaps of centered intensity of all perturbed proteins in KpHCD1-OMVs after treatments with different antibiotics.

log2 Centered intensity _ -
-5 0 5

1

%
i
J

POL_R3
POL_R1
POL_R2
MERO_R3
MERO_R1
MERO_R2
MAP_R2
AMI_R2
KP_R1
KP_R3
KP_R2
MAP_R1

condition

Kpim_43420 Akdehyde alcohol dehydrogenase
Kpim_09770 Cell division ATP binding protein FtsE

Kpim_22140 hypothetical protein

Kpim_45040 Inner membrane protein YebE

im_01610 putative in and E in binding protein 2

Kpim_32340 putstive L.D transpeptidase YcfS
Kpim_20210 putative L.D transpeptidase YbiS

Kpim_01700 Murein hydrolase activator NipD

Kpim_28500 Putative acyl CoA thioester hydrolase YbhC
Kpim_28170 Protein TolB

Kpim_06830 Peniciliin binding protein activator LpoA
Kpim_26680 Ferrienterobactin receptor

Kpim_27360 Endolytic peptidoglycan transglycosylase RipA
Kpim_40530 putative protein YncE

Kpim_10490 Periplasmic dipeptide transport protein
Kpim_43400 Periplasmic oligopepfide binding protein
Kpim_06270 Autoinducer 2 binding protein LsrB

Kpim_28350 Glutathione binding protein GsiB

Kpim_08700 FKBP type peptidyl prolyl cis trans isomerase FkpA
Kpim_41260 Outer membrane lipoprotein SiyB

Kpim_33850 Periplasmic chaperone Spy

Kpim_15240 50S ribosomal protein L7/L12

Kpim_13070 Ribose import binding protein RbsB
Kpim_17370 RNA binding protein Hfq
Kpim_43150 Integration host factor subunit alpha
Kpim_15440 DNA binding protein HU alpha
Kpim_14410 Thioredoxin 1
Kpim_32150 Acyl carrier protein

Kpim_20660 4 hydroxy ipi

o - condition
AMI
KP
MAP
MERO
POL

Kpim_24470 ATP dependent Clp protease ATP binding subunit ClpX
s Kpim_34100 Exodeaxyribonuciease 8
Kpim_32220 PTS system glucose specific EIICB component
Kpim_31850 Glucans biosynthesis glucosyltransferase H
Kpim_32840 hypothetical protein

: Kpim_04220 Small conductance mechanosensitive channel
Kpim_07650 Inner membrane protein YhcB
Kpim_31960 putative ipoprotein YoeB
Kpim_34390 hypothetical protein

] Kpim_32780 hypothetical protein
: Kpim_27180 Akyl hydroperaxide reductase C
: Kpim_30360 ATP dependent Cip protease ATP binding subunit CIpA
Kpim_08010 30S ribosomal protein 521

: Kpim_08420 DNA directed RNA polymerase subunit aipha
s Kpim_48750 Uracil phosphoribosy transferase
Kpim_07880 Biotin carboxyl carrier protein of acetyl CoA carboxylase
Kpim_24650 putative ipoprotein YbaY

Kpim_30600 30S ribosomal protein S1

Kpim_08620 30S ribosomal protein S19

Kpim_24400 Cytochrome bo(3) ubiquinol oxidase subunit 1

Kpim_50200 Serine hydroxymethyltransferase 1
Kpim_32590 Isocitrate dehydrogenase [NADP]
Kpim_08650 50S ribosomal protein L4

Kpim_15270 DNA directed RNA polymerase subunit beta’
Kpim_46600 Putatve tyrosine protein kinase in cps region
Kpim_15260 DNA directed RNA polymerase subunit beta
Kpim_28030 Succinate dehydrogenase fiavoprotein subunit
Kpim_12880 ATP synthase subunit beta

Kpim_28040 Succinate dehydrogenase iron sulfur subunit
Kpim_06490 putative protein YqjD

Kpim_33430 MHA interacting protein

Kpim_24930 Multidrug efflux pump subunit AcrB
Kpim_08630 50S ribosomal protein L2

Kpim_08430 30S ribasomal protein S4 I 2 3
Kpim_22120 Periplasmic serine endoprotease DegP :




Figure S2. Gene Ontology analysis of all perturbed proteins in KpHCD1-OMVs after treatments with different antibiotics.

All Differentially Expressed Proteins

macromolacular complex -

cellular macromaolecule |
biosynthetic process
macromolecule biosynthetic |
process

cell envelope -
envelope 1
organelle part +

non-membrane-bounded organelle 1

intracellular |
non-membrane-bounded organelle

organelle -
intracellular organelle -

cytosolic part -

ribonucleoprotein complex |
assembly

structural constituent of |
ribosome
ribonuclecprotein complex |
subunit organization

cytosolic ribosome -
ribosomal subunit
ribosome -

structural malecule activity -

cellular macromolecular |
complex assembly

intracellular organelle part -

0.25
GeneRatio

Count
® s

@ oo
. 12.5

15.0

®

p.adjust
0.04
0.03
0.02

0.m



