Table S3. Sequences of spacers from 35 DMS3vir-resistant and spacer-acquisition positive isolates from the biofilm enrichment assay in
WT P. aeruginosa PA14 and DMS3vir co-incubation condition.

" Distance
Isolate Spacer Targeted Location on from Primed
Number Number CRISPR1 Sequences* CRISPR2 Sequences* Sensg PAM DMS3 Protospacer
Orientation Genome™* [y
1 CATGTTCGCTTCGAACTCCCGGCGCGGCGCCA neg GG 30162 2315
1 2 TACCTCGGGCCAGGCGCTGGGCTCCATTATCA neg GG 30573 2726
3 GGCCGATCCTAGAGCAGATGGCCCGCCAGCCT pos GG 26639 -1208
2 4 TCTGACCAGCGAGTTGCAACGTCACCACGGTA neg GG 28160 313
5 GCCTTGGGTTTAGCGCCCATCAGCCACCTCCT neg GG 32483 4636
3 6 TCCGCCGACGCGGCGTTGGTTACCAGCAAGAA neg GG 24605 -3242
7 CATTACATCGTCTGGCTGAACAAGAACCGCCA pos GG 27550 -297
8 AACCTCGCGCAGTCGTTGTCCAGCGGCATCAT pos GG 26896 -951
4 9 TCGGCGTTGTGACAAAGCCATTCCGATGCCGA neg GG 28701 854
10 GTCGTCAATGCGCGGATCGTCTGGACGCTCCA pos GG 29944 2097
11 CGCAAGCCGCTGAAGAACTGCGGGCAGCCCAG pos GC 25088 -2759
5 12 GACGTCTGACCAGCGAGTTGCAACGTCACCAC neg GG 28164 317
6 13 TCGGACACGCACGTTATGCGACTGCTGTCCAC neg GG 31578 3731
7 14 GTATCGGTCAGCCGGGTCAGCGTGGGCTGTTC neg GG 30515 2668
15 AGACAGCCTCGACGGTGGCCCATCGCCGGAGT pos GG 29107 1260
8 16 AACCTCGCGCAGTCGTTGTCCAGCGGCATCAT pos GG 26896 -951
9 17 TGCGCTCGCGTCGATCAGCCCCACGTCGGGAT neg GG 29248 1401
10 18 CGAGGCCGCGACCGCTGCCAGGCTGATGTCCT neg GG 29619 1772
11 19 GTCACCCGCGAAACCGAGGGGCGCCGCTATCT pos GG 28396 549
12 20 ACTTTCACGACGACCCAGAAGCGTCGGCCGTT neg GG 28037 190
21 GTACGGATACTGCGACGGCGGACAGGGTGGCA neg GG 28107 260
13 22 TTGCAGCGGTGGTCGCCCAAGGTCGCCGTGCA neg GG 31659 3812
23 CCGTTCAAGCAACGAGTCCGACTACAACAATC pos GG 28257 410
14 24 GTGATGCCGTCTGCATCTTCCCGCTCGATGGC neg GG 29855 2008
15 25 GAAATCGGCACCGCCACGAACCACCAGAACCT pos GG 27625 -222
16 26 ACAACTAACGGGCAACCTCCAGCAGGTTGACC pos GG 24201 -3646
27 CGTAGGCCCGCACCTCTGCGCTGGTGAGACCC neg AG 26191 -1656
17 28 GCCTCCACGGCTGAGCAGTTGGCGAAGAGCCA pos GG 26086 -1761
29 CTGGACATCACCGATTCGTTTTCCTTCTTGCT pos GG 24550 -3297
30 TTTATGACCCGCGCCGCAGTTGTACGACAGCCT pos GG 27259 -588
18 31 GTGGCGGCCAGCAGGACACCAGCATGACTACC pos GG 26939 -908
32 TGCATTACGCCGACTCGTCGAACTCCGGCGAA pos GG 22281 -5566
33 TCTCACCAGCGCAGAGGTGCGGGCCTACGAGC pos TG 26163 -1684
19 34 CGAGGCGTGGAGGTGGACTGGAAGTCGGTGAT pos GG 25639 -2208
35 TTGCCGGCCCACATTTCGGCCGCCATCTGGTC neg GG 27539 -308
20 36 GCGGTCGGTGACCCAGCCGAGCGACTCGGCGT pos GG 28666 819
21 37 CAGGAGGCCGCTGTCCTCGTCGAACAGCGGCA neg GG 33219 5372
38 ACGTCCAGCGCAGTGGACAGCTGCGAGACGGT neg GG 30890 3043
39 GTATCGGTCAGCCGGGTCAGCGTGGGCTGTTC Pos GG 30484 2637
40 ATGCGGATATCGCGACGACCCGGTCGCCCATT Neg GG 30950 3103
22 M ACTTCCGCGACGGCGGTCTGGCGATGCTGCGC Pos GG 30317 2470
42 ACCATGGAGCTGGGCAACGTCGTCAGCACCCA Pos GG 29740 1893
43 GACGCCTTCACCTATGAAGTCGTCGAGGTCAA Pos GG 30355 2508
23 44 GGTCACGCGGGGAATCGCGCTGCCGTTGTCCA Neg GG 30702 2855
45 CCTGATATCCAACTGCTCCAAGAACCGCTGGC pos GG 30244 2397
46 GACCAGATGGCGGCCGAAATGTGGGCCGGCAA pos GG 27508 -339
47 GCGCTCAGACAACTAACGGGCAACCTCCAGCA pos GG 24193 -3654
24 48 TCGACCCGGATAACCTGGCGCTCACCCTCTAT pos GG 22933 -4914
49 TATCGGCCGCTGGCGGAAGCCCAAGAGTTGTA neg GG 24497 -3350
50 GGGCTGGGCGCTGCTGCGGGTGGTGCGGGTGC] pos GG 27091 -756
51 ACTTTCACGACGACCCAGAAGCGTCGGCCGTT neg GG 28037 190
52 GAGCTGTTCAAGGTCGCGACCGACCCGCTCCA pos GG 23319 -4528
25 53 TCCTGGAGCAATCCCGCCTGGCGGCGACTACT pos GG 27928 81
54 TCCTGGAGCAATCCCGCCTGGCGGCGACTACT pos GG 27897 50
55 ACCTGGGTGCTGACGACGTTGCCCAGCTCCAT neg GG 29774 1927
56 ACTTTCACGACGACCCAGAAGCGTCGGCCGTT neg GG 28037 190
2 57 GAGGCGCGGTCGGTGACCCAGCCGAGCGACTC neg GG 28671 824
58 GTACGGATACTGCGACGGCGGACAGGGTGGCAC] neg GG 28107 260
59 TGATGCCGGCAACGATCCCCACGAGCGGCTTT neg GG 29557 1710
60 GCGTAGAGCCAAGGGTTACCGCTACGCCAAGC neg GG 28556 709
27 61 TGCTGCCGCTTGGCTGCGGTCGCTATGCGGGT pos GG 28295 448
62 TGGATGCgAtGACCAGTTGTTTGTGAGCGCCT neg GG 29056 1209
63 TGGATCACCTCTACCGGCTGATGCGCCGCGTA neg GG 29666 1819
28 64 CGCACCGGGTACAGTCGCGAGCCAGTTACCCA neg GG 30467 2620
65 CGCGCCGCAGTTGTACGACAGCCTGGCGCCCT pos GG 27268 -579
66 CGGCTTCTGCTGGCCTCGCAGCGCATAGACCA neg GG 30816 2969
67 CTGGTGACCATGGTTGACCAATATGGGCAAAT pos GG 24349 -3498
29 68 CAGGGCCGTCGGCCTCGATCAGCATTGGTTCA neg GG 35798 7951
69 CTCCAGCAGTTCGGGGCCGACCTCAATGCCGA pos GC 25945 -1902
70 ATGCGGATATCGCGACGACCCGGTCGCCCATT neg GG 30950 3103
30 71 CCACGGCTGAGCAGTTGGCGAAGAGCCAGGAA pos GG 26090 -1757
72 TGGACGCTCCAGGGCGAGCCGGACCTGGTCCT pos GG 29965 2118
31 73 TTCGGCCGTGCTGCTGGTGACCATCTGGATGC neg GG 24420 -3427
74 ATGATCCCGTTGTCGGTGATGCCGCCCGGCAC neg GG 31359 3512
32 75 GCGATTCCCCGCGTGACCGACGTCGCCGGGAT pos GG 30685 2838
76 ATGGCGCTTGAAGAACTCCCGCGCCTGGCGAT neg GG 32351 4504
7 ACaagGegcAATCGGCGCAGTTGCTGGCCGGT pos GG 12414 107
33 78 TCCAAACGGCTCCAGCACCTCGGCGAATGCCT neg GG 12736 -215
79 GGTGGTANTCGAGCAGCTCGGCGGCACGTCCT pos GG 9804 2717
80 ATCgAGTTAGCGACCGAGGTACTGAAGTTTTT neg GG 27482 -365
24 81 AAGGCGGCCTATGAGTACGCcggcGACTCGCCA pos GG 23199 -4648
82 GAGCTGTTCAAGGTCGCGACCGACCCGCTCCA pos GG 23319 -4528
83 atcGACAAGCTAATCCCCGTCGCCGAGgccaa pos GG 26437 -1410
84 CTCAACTCCGGCcGCCGAAGACGTGATTGTCGA pos GG 28462 615
35 85 TGCGGCAGGAGCGGCAGCGGGCGGCGGCAGTT] pos GG 27120 =727
86 GCGGTCGGTGACCCAGCCGAGCGACTCGGCGT neg GG 28666 819
87 GTGTTCGGtttCgCCACCGGCGGCCacatcaa pos GG 27172 -675

*For each isolate, spacers in columns 3 and 4 are listed in order of predicted in
array with the leader-proximal spacer listed last.

egration based on the spacer position relative to

**The location of the DMS3 target is displayed as the base pair position of the 3’ end of the target in the DMS3 genome
***The distance from the primed protospacer was calculated by subtracting the position of DMS3 target (column 7) from the 3’ position of the nearest primed protospacer with
positive values indicating the DMS3 target is downstream of the primed protospacer with negative values indicating the DMS3 target is upstream of the primed protospacer.

he leader sequence in their respective CRISPR




