[bookmark: _GoBack]Table S1: Integrated spacer sequences 
	PIM
	CRISPR locus
	Spacer
position
	Spacer #
	Repeat sequence (5’ to 3’)
(located directly upstream of spacer sequence)
	Spacer sequence (5’ to 3’)
	Spacer
length (nt)
	PAM
	Target
	Target
Position
(nt)
	Target
plasmid
strand

	1
1
	2.1
	-2
	S17
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AGTATGAGCCATATTCAACGGGAAACGTCTTG
	32
	AAG
	Kan
	1366
	-

	
	2.1
	-1
	S31
	GAGTTCCCCGCGCCAGCGGGGATAAACCA
	GAAAAACCACCGCTACCAACGGTGGTTTTCTCA
	33
	AAA
	Ori
	2161
	-

	2
	2.1
	-1
	S22
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CCGGAAAGAACATGTGAGCAAAAAGCAAAGCA
	32
	AAG
	Ori
	1613
	+

	2
	2.3
	-1
	S11
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	GACAATTACAAACAGGAATCGAATGCAACCGG
	32
	AAG
	Kan
	977
	+

	3
	2.3
	-2
	S32
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	TCAACGAACAGCTATTCCGTTACTCTAGATTT
	32
	AAG
	Ori
	2231
	+

	3
	2.3
	-1
	S23
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AACATGTGAGCAAAAAGCAAAGCACCGGAAGA
	32
	AAG
	Ori
	1621
	+

	4
	2.1
	-1
	S15
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CATAAATTCCGTCAGCCAGTTTAGTCTGACCA
	32
	AGG
	Kan
	1158
	+

	5
	2.1
	-1
	S8
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CTGACGACCGGGTCTCCGCAAGTGGCACTTTT
	32
	AAG
	Bb
	469
	+

	5
	2.3
	-1
	S3
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CTTGCGGCCGCACTCGAGTCTGGTAAAGAAACC
	33
	AAG
	Bb
	182
	+

	6
	2.1
	-1
	S35
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	TTAGCTCACTCATTAGGCACCGGGATCTCGAC
	32
	AAG
	Bb
	2394
	-

	7
	2.3
	-1
	S2
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	GAGATATACCATGGCACATCACCACCACCATC
	32
	AAG
	Bb
	61
	+

	8
	2.3
	-1
	S5
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CAGTGTGACCGTGTGCTTCTCAAATGCCTGAG
	32
	AAG
	Bb
	357
	-

	9
	2.1
	-2
	S14
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AGGCATAAATTCCGTCAGCCAGTTTAGTCTGAC
	33
	AAG
	Kan
	1155
	+

	9
	2.1
	-1
	S21
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CATGCAGCGCTCTTCCGCTTCCTCGCTCACTG
	32
	AGG
	Ori
	1497
	+

	9
	2.3
	-1
	S8
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CTGACGACCGGGTCTCCGCAAGTGGCACTTTT
	32
	AAG
	Bb
	469
	+

	10
	2.3
	-1
	S12
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AATATCCTGATTCAGGTGAAAATATTGTTGAT
	32
	AAG
	Kan
	1029
	-

	11
	2.1
	-2
	S20
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CGGAAGAGCGCTGCATGCCTATTTGTTTATTT
	32
	AAG
	Ori
	1476
	-

	11
	2.1
	-1
	S12
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AATATCCTGATTCAGGTGAAAATATTGTTGAT
	32
	AAG
	Kan
	1029
	-

	11
	2.3
	-1
	S5
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CAGTGTGACCGTGTGCTTCTCAAATGCCTGAG
	32
	AAG
	Bb
	357
	-

	12
	2.1
	-1
	S37
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	GGAGAGCGTCGAGATCCCGGACACCATCGAATG
	33
	AAG
	Bb
	3594
	-

	13
	2.1
	-1
	S1
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	TTAAACAAAATTATTTCTACAGGGGAATTGTT
	32
	AAG
	Bb
	19
	-

	14
	2.1
	-1
	S33
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AGATAAATTGCACTGAAATCTAGAGTAACGGA
	32
	AAG
	Bb
	2246
	-

	14
	2.3
	-1
	S5
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CAGTGTGACCGTGTGCTTCTCAAATGCCTGAG
	32
	AAG
	Bb
	357
	-

	15
	2.1
	-1
	S24
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CAAAGCACCGGAAGAAGCCAACGCCGCAGGCG
	32
	AAG
	Ori
	1638
	+

	15
	2.3
	-1
	S6
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CACACGGTCACACTGCTTCCGGTAGTCAATAA
	32
	AAG
	Bb
	374
	+

	16
	2.3
	-1
	S27
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CGGAAGAGCGCTGCATGCCTATTTGTTTATTT
	32
	AAG
	Ori
	1476
	-

	17
	2.1
	-2
	S8
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CTGACGACCGGGTCTCCGCAAGTGGCACTTTT
	32
	AAG
	Bb
	469
	+

	17
	2.1
	-1
	S34
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	TTGTAATTCTCATGTTAGTCATGCCCCGCGCCC
	33
	AAG
	Bb
	2319
	+

	17
	2.3
	-2
	S6
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CACACGGTCACACTGCTTCCGGTAGTCAATAA
	32
	AAG
	Bb
	374
	+

	17
	2.3
	-1
	S26
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CCAGAGGTGGCGAAACCCGACAGGACTATAAA
	32
	AAG
	Ori
	1723
	+
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	18
	2.1
	-2
	S19
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AGCGCTGCATGCCTATTTGTTTATTTTTCTAA
	32
	AAG
	Bb
	1470
	-

	18
	2.1
	-1
	S7
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CCGCTTATGTCTATTGCTGGTTTACCGGTTTA
	32
	TAG
	Bb
	403
	-

	18
	2.3
	-1
	S12
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AATATCCTGATTCAGGTGAAAATATTGTTGAT
	32
	AAG
	Kan
	1029
	-

	19
	2.1
	-1
	S10
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CGTAATGGCTGGCCTGTTGAACAAGTCTGGAA
	32
	GAG
	Kan
	856
	-

	20
	2.1
	-2
	S4
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AAACCGCTGCTGCGAAATTTGAACGCCAGCAC
	32
	AAG
	Bb
	210
	+

	20
	2.1
	-1
	S4
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AAACCGCTGCTGCGAAATTTGAACGCCAGCAC
	32
	AAG
	Bb
	210
	+

	20
	2.3
	-2
	S9
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	GTTATCAAGTGAGAAATCACCATGAGTGACGA
	32
	AAG
	Kan
	786
	+

	20
	2.3
	-1
	S18
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CATTTATCAGGGTTATTGTCTCATGAGCGGATA
	33
	AAG
	Bb
	1422
	+

	21
	2.3
	-1
	S25
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CACCGGAAGAAGCCAACGCCGCAGGCGTTTTT
	32
	AAG
	Ori
	1643
	+

	22
	2.3
	-1
	S34
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	TTGTAATTCTCATGTTAGTCATGCCCCGCGCCC
	33
	AAG
	Bb
	2319
	+

	23
	2.1
	-1
	S35
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	TTAGCTCACTCATTAGGCACCGGGATCTCGAC
	32
	AAG
	Bb
	2394
	-

	23
	2.3
	-2
	S33
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AGATAAATTGCACTGAAATCTAGAGTAACGGA
	32
	AAG
	Bb
	2246
	-

	23
	2.3
	-1
	S36
	GTGTTCCCCGCGCCAGCGGGGATAAACCA
	TCAACTGGGTGCCAGCGTGGTGGTGTCGATGG
	32
	CGA
	lacI
	3235
	-

	24
	2.3
	-2
	S30
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AGTTGGTAGCTCAGCGAACCTTGAGAAAACCA
	32
	AAG
	Ori
	2140
	+

	24
	2.3
	-1
	S13
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CTTGATGGTCGGAAGAGGCATAAATTCCGTCA
	32
	ATG
	Kan
	1140
	+

	25
	2.1
	-3
	S29
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	AACAGATTTTGGTGAGTGCGGTCCTCCAACCC
	32
	AAG
	Ori
	2090
	+

	25
	2.1
	-2
	S8
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	CTGACGACCGGGTCTCCGCAAGTGGCACTTTT
	32
	AAG
	Bb
	469
	+

	25
	2.1
	-1
	S34
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	TTGTAATTCTCATGTTAGTCATGCCCCGCGCCC
	33
	AAG
	Bb
	2319
	+

	25
	2.3
	-2
	S4
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	AAACCGCTGCTGCGAAATTTGAACGCCAGCAC
	32
	AAG
	Bb
	210
	+

	25
	2.3
	-1
	S26
	GTGTTCCCCGCGCCAGCGGGGATAAACCG
	CCAGAGGTGGCGAAACCCGACAGGACTATAAA
	32
	AAG
	Ori
	1723
	+

	26
	2.1
	-1
	S28
	GAGTTCCCCGCGCCAGCGGGGATAAACCG
	GCGCAGCGGTCGGGCTGAACGGGGGGTTCGTG
	32
	AAG
	Ori
	1928
	-

	27
	2.3
	-1
	S16
	GTGTTCCCCGCGCCAGCGGGGATAAACCT
	GATGTTACAGATGAGATGGTCAGACTAAACTG
	32
	AAT
	Kan
	1174
	-




