
 

Locus Gene Protein 
description Alleles 

C
hl

or
am

ph
en

ic
ol

 

Te
tra

cy
cl

in
e 

D
ox

yc
yc

lin
e 

C
ip

ro
flo

xa
ci

n 

N
al

id
ix

ic
 a

ci
d 

Tr
im

et
ho

pr
im

 

C
ef

ta
zi

di
m

e 

E
ry

th
ro

m
yc

in
 

S
tre

pt
om

yc
in

 

G
en

ta
m

ic
in

 

46
°C

 

pH
 8

.4
 

M
et

hy
l v

io
lo

ge
n 

S
D

S
 

S
pe

rm
in

e 

N
aC

l 

FTN _0120* - Sulfur transferase 3 of 3                 

FTN_0354* tolA Outer membrane  1 of 1                 

FTN_0449 - Hypothetical 5 of 5                 

FTN_0570* perM Permease 2 of 4                 

FTN_0574 - GTPase 3 of 3                 

FTN_0611 kdsA KDO synthetase 2 of 2                 

FTN_0738 potH Putrescine uptake 2 of 3                 

FTN_0779 - Outer membrane 3 of 3                 

FTN_1180 - Hypothetical membrane  2 of 3                 

FTN_1181* - Hypothetical membrane  3 of 3                 
FTN_1608* dsbB Disulfide bond formation 2 of 2                 
FTN_1609* - Membrane fusion  3 of 3                 
FTN_1610 - RND efflux transporter 7 of 7                 
FTN_1703* tolC Outer membrane efflux  3 of 3                 
FTN_1704* pcm Protein methyltransferase 3 of 3                 
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Figure S3. Mutants sensitive to multiple antibiotics. Shadings reflect the average growth of the two strongest alleles for 

each gene. Nutritional phenotypes are not shown. Asterisks indicate cases in which polar effects on expression of 

downstream genes could contribute to phenotypes. The number of mutant alleles for each gene leading to increased 

sensitivity is provided. 

 


