Table S1. Bacteria, phages and plasmids

Bacteria

Name Mutated gene/mutation Position(s)? Reference
P. aeruginosa
PAOI1 (Klockgether et al., 2010)
4a wzy/(T)7-s 3,538,995 (Li et al., 2023)
PADR2 wzy/(T)7-s; 3,538,995; This work

pilS/+ACAC 5,094,104
PADRS wzy/(T) 76 3,538.,995; This work
pil0/G—A 5,675,986
PADRG6 wzy/(C)s—4 3,538,225 This work
PAERS5b wapH/C—A 5,622,039 This work
PAERG6b galU/A1 2,215,180 This work
PAER10b algC/A—T 5,992,863 This work
PAMO301 Awzy 3537852-3539080 This work
PAMO302 ApilQ 5675815-5677859¢ This work
E. coli
CC118\pir (Herrero et al., 1990)
DH10B (Grant et al., 1990)
HB101 (Boyer and Roulland-
Dussoix, 1969)

Bacteriophages
Name Original name® Isolation®: Reference/Origin
CK4 components
DEV DV3-EV PAO1 (Forti et al., 2018)
E215 E215-AG5a AG5 (Forti et al., 2018)
E217 E217-AG5 AG5 (Forti et al., 2018)
PYO2 2. PAO1 (Forti et al., 2018)
Other phages
B213 B213a-AGS5 AG5 (Forti et al., 2018)
DV1 DV-CC PAO1 (Forti et al., 2018)
E10 El-b El (Forti et al., 2018)
E219 E215-AG5S AG5 (Forti et al., 2018)
E221 E220-PAOla PAO1 (Forti et al., 2018)



S218 S218-GS3b GS3 (Forti et al., 2018)

S220 S220-AG5 AG5 (Forti et al., 2018)
S221 S220-PAO1Db PAO1 (Forti et al., 2018)
ADI1 na PAO1 This work/Adda river
AD2 na PAO1 This work/Adda river
MI1 na PAOL1 This work/Mincio river
MI2 na PAOL1 This work/Mincio river
0G1 na PAOI1 This work/Oglio river
0G2 na PAO1 This work/Oglio river
TI1 na PAO1 This work/Ticino river
Plasmids

Name Relevant features® Reference
pRK2013 Plasmid mobilization via conjugation (Figurski ef al., 1979)
pKNG101 Suicide vector in P. aeruginosa (Kaniga et al., 1991)
pGM931 pHERD20T derivative carrying araBp-tQ) region (Delvillani et al., 2014)
pGM2144 pKNGI101 derivatives; carries wzy upstream This work

3539532- 3539080 and 3537852- 3537362
downstream fragments

pGM2149 pKNG101 derivatives; carries pilQ upstream This work
5678358-5677859 and 5675815-5675376
downstream fragments

pGM-algC alias name pGM2158; pGM931 derivative carrying This work
the algC gene (5944663-5947269) cloned in Kpnl
under the araBp promoter

pGM-galU alias name pGM2142; pGM931 derivative carrying This work
the galU gene (3299887-3300726) cloned in Kpnl
under the araBp promoter

pGM-wapH alias name pGM2143; pGM931 derivative carrying This work
the wapH gene (5575415-5576551) cloned in Kpnl
under the araBp promoter

pGM-wzy alias name pGM2147; pGM931 derivative carrying This work
the wzy gene (1976704-1978020) cloned in Kpnl

under the araBp promoter

2Coordinates refer to Genbank Accession Number NC 002516.2
®As reported in Forti et al., 2018; na, not applicable



°P. aeruginosa strain on which they were originally isolated (Forti et al., 2018; this work)



Table S2. Genomic sequencing results

Frequency of

Strain Number of Reads (L)* Mean Read Coverage® the relevant
Length (nt; N)*
mutation®

PACRIc 7,835,193 146.2 183.6 99%; 194
PACR2a 7,873,090 146.1 184.7 99%; 177
PACR3b 6,394,347 145.2 147.9 97%,; 173
PACKS5a 7,249,932 146.3 170.3 100%; 168
PACR6b 7,276,424 146.3 170.9 98%; 138
PACR7a 7,273,037 146.5 170.6 100%; 152
PADRI1 5,447,270 144.5 126.3 98%; 130
PADR2 7,787,448 146.7 183.5 99%; 166
PADR3 7,753,539 145.7 181.8 100%; 135
PADR4 7,367,643 146.7 174.1 100%; 184
PADRS 8,324,142 146.1 195.5 99%; 175
PADRG6 6,807,485 146.1 159.8 98%; 165
PAER4b® 6,645,502 145.9 159.3 0; 132
PAERSD 8,194,017 146.1 191.7 100%; 164
PAERG6D 7,791,848 146.5 183.3 99%; 161
PAER7a 8,033,914 146.2 188.2 98; 195
PAER92® 7,703,798 146.5 194.4 0; 215
PAER10b 6,644,465 146.4 156.2 100%; 193
PACRA3 3,749,262 149.9 89.4 97%; 63
PACRLS3 5,283,739 149.4 124.3 100%; 125
PAO-1 7,117,974 146.2 167.3 na
PAO-1 8,909,119 145.6 207.8 na

2The values were reported from the breseq Summary files of each sequenced genome.
Coverage values were reported from the “fit mean” column in the Reference sequence
Information table and can be calculated as LN/PAO1 genome size.

®Percentage of reads mutated; number of reads overlapping the mutated region. For large
deletions (PAER4b and PAER9a), the number of reads covering the deleted region and the
new junction are reported. na, not applicable



Table S3. Polymorphisms of PAOL1 lab strain

Position® Mutation® Involved gene(s)*
169,284 Al PA0148-PA0149
183,697 T—-G PAO159
411,13 (C)5—4 PA0366-PA0367
413,85 T—C PA0369-PA0370
667,029 +C PA0604-PA0605
721,611 C-T tyrZ-PA0668.1
721,622 C-T tyrZ-PA0668.1
816,532 +C PA0747-PA0749

891,1 +C PA0812-PA0813

1,116,213 +C PA1029

1,215,659 +G PA1122

1,275,768 Al napA

1,440,625 Al PA1327

1,445,357 +G PA1332-PA1333

1,467,482 +G PA1352-PA1353

1,467,484 +G PA1352-PA1353

1,589,438 G—C PA1459

1,835,045 +C masA

2,001,953 G—A metH

2,140,942 A166 bp PA1955-PA1956

2,169,350 +G exaA-exaB

2,186,927 +C dhcB-atoB

2,195,462 (O)5—6 PA2006-maiA

2,239,547 T—-G PA2046-PA2047

2,239,555 +G PA2046-PA2047

2,342,111 +T PA2127-cupAl

2,355,771 +G PA2139



2,356,684
2,532,046
2,669,175
2,753,522
2,807,708
2,807,982
2,810,986
3,016,845
3,083,196
3,311,262
3,919,508
4,212,201
4,344,266
4,448,855
4,539,469
4,869,855
4,888,194
4,895,782
4,924,552
5,033,101
5,035,093
5,036,891
5,054,947
5,069,342
5,071,550
5,253,694
5,472,416
5,655,230
5,743,461
6,079,222

Al
+C
G—-C
+C

(GCCGGCCA)2—1

T—A
C—-G
+C
+G

(AGCCGAACCGCCTTC
GGCGGCGACGGO)1 -2

+C
A—-G
A—-G
CG—-GC
+C
T-G
+G
T—-G
CG—-GC
+C
(TGCGG)2—3
A—C
Al bp
T—C
(TGAC)2—1
A1,006 bp
+G
(GGC)3—4
CG—-GC
A—-G

PA2141
chiC-PA2301
pvdJ
PA2452
mexT
mexT
mexl”
PA2668
PA2727
etfAd
PA3503-PA3504
PA3760
narK1
PA3969-amn
PA4059
PA4341
PA4360
bifA
PA4394
PA4496
PA4498
PA4499-PA4500
PA4514
pild
pilB-pilD
PA4684-PA4685
PA4874-PA4875
PA5024
hutU
dgcB



6,098,781 G—C soxA
6,115,455 T—G mtr

2Coordinates, polymorphisms and mutated gene(s) are indicated with respect to the
reference PAO1 genome (NCBI accession N°AE004091.2). If the intergenic region is
involved, the two flanking genes are reported.




Table S4. P. aeruginosa strains analysed for phage susceptibility

Name Origin Reference

PAOI1 Clinical strain (Klockgether et al., 2010)
PA14 Clinical strain (Jander et al., 2000)
LESB58 CF strain (Cheng et al., 1996)
El Environmental isolate (Bragonzi et al., 2009)
E2 Environmental isolate (Bragonzi et al., 2009)
E4 Environmental isolate (Bragonzi et al., 2009)
E9 Environmental isolate (Bragonzi et al., 2009)
AGS5 CF isolate (Forti et al., 2018)
GS3 CF isolate (Forti et al., 2018)
AA10 CF isolate (Forti et al., 2018)
GJY9 CF isolate (Forti et al., 2018)
CL1 CF isolate (Forti et al., 2018)
CL2 CF isolate (Forti et al., 2018)
VRS8 CF isolate (Forti et al., 2018)
DV4 CF isolate (Forti et al., 2018)
GA7 CF isolate (Forti et al., 2018)
AA2 CF isolate (Bragonzi et al., 2009)
AAA43 CF isolate (Bragonzi et al., 2009)
AA44 CF isolate (Bragonzi et al., 2009)
TR1 CF isolate (Bragonzi et al., 2009)
TR66 CF isolate (Bragonzi et al., 2009)
TR67 CF isolate (Bragonzi et al., 2009)
PaPhl CF isolate (Forti et al., 2018)
PaPh2 CF isolate (Forti et al., 2018)
PaPh3 CF isolate (Forti et al., 2018)
PaPh4 CF isolate (Forti et al., 2018)
PaPh5 CF isolate (Forti et al., 2018)
PaPh6 CF isolate (Forti et al., 2018)
PaPh7 CF isolate (Forti et al., 2018)
PaPh8 CF isolate (Forti et al., 2018)
PaPh9 CF isolate (Forti et al., 2018)
PaPh10 CF isolate (Forti et al., 2018)
PaPhl1 CF isolate (Forti et al., 2018)
PaPhl12 CF isolate (Forti et al., 2018)
PaPh13 CF isolate (Forti et al., 2018)
PaPhl14 CF isolate (Forti et al., 2018)
PaPh15 CF isolate (Forti et al., 2018)
PaPhl6 CF isolate (Forti et al., 2018)
PaPhl17 CF isolate (Forti et al., 2018)
PaPhl18 CF isolate (Forti et al., 2018)
PaPhl19 CF isolate (Forti et al., 2018)
PaPh20 CF isolate (Forti et al., 2018)
PaPh21 CF isolate (Forti et al., 2018)
PaPh23 CF isolate (Forti et al., 2018)
PaPh24 CF isolate (Forti et al., 2018)



PaPh25 CF isolate (Forti et al., 2018)

PaPh26 CF isolate (Forti et al., 2018)
PaPh27 CF isolate (Forti et al., 2018)
PaPh28 CF isolate (Forti et al., 2018)
PaPh29 CF isolate (Forti et al., 2018)
PaPh30 CF isolate (Forti et al., 2018)
PaPh31 CF isolate (Forti et al., 2018)
PaPh32 CF isolate (Forti et al., 2018)
PaPh33 CF isolate (Forti et al., 2018)
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