Figure A 	(ParBc1) 
Probe1	sequence2		BS ParB+ Sign3	BS ParB-

S1wt	TGTTTCACGTGAAACA	55 ± 10  *** 	10 ± 2
S9half	ATCTGATTGTGAAACA	27 ± 2   *    	 3 ± 4
S21rdm	ATCTGATCCAGAATTG	 9 ± 3  	 8 ± 2
S2	GGTTTCACGTGAAACA	47 ± 4   ***  	 7 ± 3
S5	AGTTTCACGTGAAACA	40 ± 8   **   	12 ± 4
S6	TGCTTCACGTGAAACA	43 ± 1   ***  	 9 ± 3
S8	TGATTCACGTGAAACA	42 ± 2   ***  	16 ± 5
S14	TGTATCACGTGAAACA	46 ± 3   **   	 3 ± 3
S16	TGTTACACGTGAAACA	43 ± 4   ***  	 8 ± 3
S77	AGTTTCACGTGAAACG	36 ± 5   ***  	 3 ± 4
S3	GGTTTCACGTGAAACC	39 ± 3   ***  	 6 ± 1
S4	CGTTTCACGTGAAACC	41 ± 2   **   	 4 ± 2
S151 	CGTTTCACGTGAAACG	43 ± 2   ***  	10 ± 3
S10	AGTTTCACGTGAAACT	33 ± 4   *    	 9 ± 4
S11	TCTTTCACGTGAAAGA	 9 ± 2        	 2 ± 2
[image: ]S147	TTTTTCACGTGAAAAA	10 ± 1       	11 ± 7
S152 	TATTTCACGTGAAATA	11 ± 1       	11 ± 5
S7	TGCTTCACGTGAAGCA	13 ± 2     	 6 ± 5
S12	TGATTCACGTGAATCA	 9 ± 2       	 8 ± 3
S13	TGTATCACGTGATACA	11 ± 1       	 7 ± 3
S145	TGTGTCACGTGACACA	10 ± 1         18 ± 8
S146	TGTCTCACGTGAGACA	10 ± 1         14 ± 5
S15	TGTTACACGTGTAACA	11 ± 1          7 ± 6
S105	TGTTCCACGTGGAACA	43 ± 5   ***   12 ± 7
S106	TGTTGCACGTGCAACA	10 ± 1         11 ± 6
S17	TGTTTGACGTCAAACA	 9 ± 2          5 ± 5
S153 	TGTTTTACGTAAAACA	10 ± 1         12 ± 2
S18	TGTTTCTCGAGAAACA	11 ± 1          7 ± 2
S154 	TGTTTCGCGCGAAACA	10 ± 2	        15 ± 1
S19	TGTTTCAGCTGAAACA	 9 ± 1  	 9 ± 4
S155 	TGTTTCATATGAAACA	14 ± 1  	 4 ± 1
S40	CTTGGCTCGAGCCAAC	10 ± 2  	10 ± 4
S41	GTTGGCTCGAGCCAAC	 9 ± 2   	13 ± 5
S42	CATGGCTCGAGCCATG	 8 ± 2   	10 ± 7
S43	CTAGGCTCGAGCCTAG	 8 ± 1   	 9 ± 6
S44	CTTCGCTCGAGCGAAG	 7 ± 1  	 6 ± 2
S45	CTTGCCTCGAGGCAAG	 8 ± 1   	 4 ± 1
S46	CTTGGGTCGACCCAAG	10 ± 2  	 7 ± 6
S47	CTTGGCTCGCGCCAAG	 8 ± 4  	 4 ± 4
S48	CTTGGCGCGCGCCAAG	 8 ± 2  	 5 ± 3
S49	CTTGGATCGAGCCAAG	10 ± 1  	19 ± 5
S50	CTTGGATCGATCCAAG	 8 ± 1   	12 ± 2
[image: ]S51	CTTGGCACGTGCCAAG	 9 ± 2   	13 ± 5
S52	CTTGGCTGCAGCCAAG	 9 ± 2  	11 ± 3
S53	CTTGGTTCGAGCCAAG	 7 ± 1  	 6 ± 3
S54	CTTGGTTCGAACCAAG	 5 ± 1   	 0 ± 3
S55	TGACGTGACGTGACGC	 9 ± 3  	 4 ± 5
S39	TGACGTGTGAGCCAAG	 8 ± 1  	 4 ± 2

 

Figure B 	(ParBc3) 
Probe1	sequence2		BS ParB+ Sign3	BS ParB-

S56wt	GTTGTCACGTGACAAC  	22 ± 7   **  	0 ± 3
S57half	TGACTGATGTGACAAC 	17 ± 2   *   	0 ± 0
S70rdm	TGACTGACTGACTGAC	 6 ± 4      	3 ± 3
S58	TTTGTCACGTGACAAC	26 ± 3   **  	0 ± 1
S61	CTTGTCACGTGACAAC	28 ± 11  **  	2 ± 1
S74	GTTGTTACGTGACAAC	28 ± 1   **  	3 ± 2
S107	ATTGTCACGTGACAAT	21 ± 7   **  	3 ± 4
S59	TTTGTCACGTGACAAA	24 ± 2   *   	3 ± 2
S60	ATTGTCACGTGACAAA	20 ± 8   **  	2 ± 1
S62	CTTGTCACGTGACAAG	10 ± 3      	6 ± 4
S63	GATGTCACGTGACATC	16 ± 2   **  	2 ± 2
S108	GCTGTCACGTGACAGC	12 ± 3      	4 ± 3
S109	GTCGTCACGTGACGAC	 5 ± 2      	2 ± 3
S110	GTGGTCACGTGACCAC	10 ± 2      	2 ± 1
S64	GTAGTCACGTGACTAC	16 ± 5      	2 ± 4
S65	GTTCTCACGTGAGAAC	11 ± 6      	2 ± 2
S71	GTTTTCACGTGAAAAC 	10 ± 2      	3 ± 1
[image: ]S111	GTTATCACGTGATAAC	 3 ± 5      	3 ± 2
S66	GTTGACACGTGTCAAC	 8 ± 4      	3 ± 2
S72	GTTGCCACGTGGCAAC	 9 ± 2      	1 ± 1
S112	GTTGGCACGTGCCAAC	 8 ± 4      	NA
S73	GTTGTAACGTTACAAC	15 ± 3      	3 ± 3
S75	GTTGTTACGTAACAAC	26 ± 5  **  	3 ± 1
S67	GTTGTGACGTCACAAC	 9 ± 4      	5 ± 1
S68	GTTGTCTCGAGACAAC	 9 ± 8      	1 ± 0
S163	GTTGTCGCGCGACAAC	 6 ± 8      	5 ± 2
S69	GTTGTCAGCTGACAAC	 9 ± 6      	6 ± 6
S164	GTTGTCATATGACAAC	 6 ± 3      	0 ± 2
S145	TGTGTCACGTGACACA 	17 ± 2        18 ± 8
S147	TTTTTCACGTGAAAAA	16 ± 3        11 ± 7
S116	GTTTTAACGTTAAAAC	19 ± 2      	2 ± 2
S81	GTTGCAACGTTGCAAC	 7 ± 2      	3 ± 1
S113	GTTTCCACGTGGAAAC	 9 ± 6      	5 ± 1
S114	GTTGCTACGTAGCAAC	 3 ± 2      	1 ± 1
S165	GTTTTTACGTAAAAAC	 5 ± 6      	3 ± 6
S78	GTTTCAACGTTGAAAC	 8 ± 5      	2 ± 2
S117	GTTTAAACGTTTAAAC	11 ± 2      	4 ± 2
S115	GTTTGAACGTTCAAAC	 9 ± 2      	4 ± 2
S85	GTTTCTACGTAGAAAC	 4 ± 6      	0 ± 3
S83	GTTCCAACGTTGGAAC	 6 ± 4      	0 ± 3
S80	GTTTCGACGTCGAAAC	10 ± 5      	4 ± 1
S146	TGTCTCACGTGAGACA	 7 ± 3        14 ± 5
S166	ATTTCAACGTTGAAAT	10 ± 5      	5 ± 2
S167	GCTTCAACGTTGAAGC	 3 ± 3      	3 ± 3
S168	GTCTCAACGTTGAGAC	 0 ± 5      	3 ± 3
S169	GTTTCAGCGCTGAAAC	 1 ± 3      	4 ± 3
[image: ]S170	GTTTCAATATTGAAAC	 3 ± 3      	2 ± 1
S118	CTTTCAACGTTGAAAG	10 ± 4      	4 ± 2
S119	GATTCAACGTTGAATC	 9 ± 4      	0 ± 3
S120	GTATCAACGTTGATAC	 3 ± 5      	1 ± 3
S121	GTTTCATCGATGAAAC	 2 ± 7      	1 ± 4
S122	GTTTCAAGCTTGAAAC	 0 ± 1      	1 ± 1
Figure C  	(ParBpBC)  
Probe1	sequence2		BS ParB+ Sign3	BS ParB-
[image: ][image: ]S38wt	CTTGGCTCGAGCCAAG	43 ± 4   ***  	 4 ± 0
S39half	TGACGTGTGAGCCAAG	38 ± 7   **   	 4 ± 2
S55rdm	TGACGTGACGTGACGC	 6 ± 1        	 4 ± 5  
S40	GTTGGCTCGAGCCAAG	38 ± 3   ***  	10 ± 4
S49	CTTGGATCGAGCCAAG	48 ± 5   **   	19 ± 5
S53	CTTGGTTCGAGCCAAG	36 ± 4   **   	 6 ± 3
S47	CTTGGCGCGAGCCAAG	30 ± 1   ***  	 4 ± 4
S41	GTTGGCTCGAGCCAAC	37 ± 5   ***  	13 ± 5
S148	ATTGGCTCGAGCCAAT	34 ± 1   ***  	 6 ± 4
S42	CATGGCTCGAGCCATG	12 ± 3       	10 ± 7
S157	CCTGGCTCGAGCCAGG	 5 ± 3        	 2 ± 4
S43	CTAGGCTCGAGCCTAG	 9 ± 5        	 9 ± 6      
S158	CTCGGCTCGAGCCGAG	 2 ± 2          6 ± 1
S44	CTTCGCTCGAGCGAAG	 9 ± 2        	 6 ± 2
S159	CTTAGCTCGAGCTAAG	 5 ± 1        	 9 ± 4
S45	CTTGCCTCGAGGCAAG	20 ± 5       	 4 ± 1
S160	CTTGACTCGAGTCAAG	23 ± 2       	15 ± 4 
S161	CTTGTCTCGAGACAAG	26 ± 1     	14 ± 5
S46	CTTGGGTCGACCCAAG	 8 ± 6        	 7 ± 6
S50	CTTGGATCGATCCAAG	16 ± 1       	12 ± 2
S54	CTTGGTTCGAACCAAG	 8 ± 3        	 0 ± 3
S48	CTTGGCGCGCGCCAAG	21 ± 6   *    	 5 ± 3 
S51	CTTGGCACGTGCCAAG	13 ± 1       	13 ± 5
S149	CTTGGCGCGTGCCAAG	14 ± 1       	 9 ± 3
S150	CTTGGCCCGGGCCAAG	34 ± 7   **   	14 ± 9
S52	CTTGGCTGCAGCCAAG	10 ± 2       	11 ± 3
S162	CTTGGCTTAAGCCAAG	 8 ± 1        	 8 ± 4
S1	TGTTTCACGTGAAACA	 5 ± 3        	10 ± 2
S9	ATCTGATTGTGAAACA	 0 ± 2        	 3 ± 4
S2	TGTTTCACGTGAAACC	 6 ± 2        	 7 ± 3
S5	TGTTTCACGTGAAACT	 7 ± 1        	12 ± 5
S6	TGCTTCACGTGAAACA	 8 ± 3        	 9 ± 3
S8	TGATTCACGTGAAACA	10 ± 1       	16 ± 5
S14	TGTATCACGTGAAACA	 6 ± 3        	 3 ± 3
S16	TGTTACACGTGAAACA	 5 ± 2        	 8 ± 3
S77	AGTTTCACGTGAAACG	10 ± 2       	 3 ± 4
S3	GGTTTCACGTGAAACC	 5 ± 1        	 6 ± 1
S4	CGTTTCACGTGAAACC	 4 ± 3        	 4 ± 2
S151 	CGTTTCACGTGAAACG	 9 ± 1        	10 ± 3
S10	AGTTTCACGTGAAACT	 4 ± 4        	 9 ± 4
S11	TCTTTCACGTGAAAGA	 4 ± 1        	 2 ± 2
S147	TTTTTCACGTGAAAAA	 7 ± 2        	11 ± 7
S152 	TATTTCACGTGAAATA	 9 ± 3        	11 ± 5
S7	TGCTTCACGTGAAGCA	 4 ± 3        	 6 ± 5
S12	TGATTCACGTGAATCA	 4 ± 3        	 8 ± 3
S13	TGTATCACGTGATACA	 8 ± 2        	 7 ± 3
S145	TGTGTCACGTGACACA	14 ± 5       	18 ± 8
S146	TGTCTCACGTGAGACA	13 ± 2       	14 ± 5
S15	TGTTACACGTGTAACA	 4 ± 3        	 7 ± 6
S105	TGTTCCACGTGGAACA	12 ± 4       	12 ± 7
S106	TGTTGCACGTGCAACA	11 ± 4       	11 ± 6
S17	TGTTTGACGTCAAACA	 3 ± 3        	 5 ± 5
S153 	TGTTTTACGTAAAACA	12 ± 1       	12 ± 2
S18	TGTTTCTCGAGAAACA	 6 ± 2        	 7 ± 2
S154 	TGTTTCGCGCGAAACA	13 ± 1       	15 ± 1
S19	TGTTTCAGCTGAAACA	 9 ± 3        	 9 ± 4
S155 	TGTTTCATATGAAACA	 4 ± 1        	 4 ± 1
Figure D	(ParB12D)	
								
probe1	sequence2		BS ParB+ Sign3	BS ParB-

S78wt	GTTTCAACGTTGAAAC	42 ± 5   ***  	2 ± 2
S179half	TAACTGATGTTGAAAC	12 ± 3     	1 ± 3
S70rdm	TGACTGACTGACTGAC	 3 ± 4      	3 ± 3
S118	CTTTCAACGTTGAAAG	18 ± 3     	4 ± 2
S166	ATTTCAACGTTGAAAT	28 ± 6   *  	5 ± 2
S119	GATTCAACGTTGAATC	 6 ± 3      	0 ± 3
S167	GCTTCAACGTTGAAGC	 8 ± 2      	3 ± 3
S120	GTATCAACGTTGATAC	 3 ± 3      	1 ± 3
S168	GTCTCAACGTTGAGAC	 6 ± 4      	3 ± 3
S82	GTTACAACGTTGTAAC	 7 ± 5      	2 ± 1
S81	GTTGCAACGTTGCAAC	 9 ± 3      	3 ± 1
S83	GTTCCAACGTTGGAAC	 5 ± 3      	0 ± 3
S115	GTTTGAACGTTCAAAC	 9 ± 3      	4 ± 2
S116	GTTTTAACGTTAAAAC	 8 ± 1      	2 ± 2
S117	GTTTAAACGTTTAAAC	 8 ± 1      	4 ± 2
S79	GTTTCCACGTGGAAAC	17 ± 8     	5 ± 1
S80	GTTTCGACGTCGAAAC	11 ± 3     	4 ± 1
S85	GTTTCTACGTAGAAAC	 5 ± 6      	0 ± 3
S121	GTTTCATCGATGAAAC	12 ± 6     	1 ± 4
S169	GTTTCAGCGCTGAAAC	16 ± 1     	4 ± 3
[image: ]S122	GTTTCAAGCTTGAAAC	11 ± 5     	1 ± 1
S170	GTTTCAATATTGAAAC	14 ± 1     	2 ± 1
S175	GCTTCCACGTGGAAGC	 6 ± 1      	2 ± 1
S114	GTTGCTACGTAGCAAC	 7 ± 4      	1 ± 1
S176	GTTCCCACGTGGGAAC	12 ± 4     	4 ± 1
S72	GTTGCCACGTGGCAAC	 6 ± 3      	1 ± 1
S73	GTTGTAACGTTACAAC	 6 ± 4      	3 ± 3
S165	GTTTTTACGTAAAAAC	 5 ± 4      	3 ± 6
S71	GTTTTCACGTGAAAAC	12 ± 5     	3 ± 1
S177	GTTTCCGCGCGGAAAC	11 ± 3     	2 ± 5
S178	GTTTCCATATGGAAAC	10 ± 5     	3 ± 3
S68	GTTGTCTCGAGACAAC	 4 ± 1      	1 ± 0
S74	GTTGTTACGTGACAAC	 1 ± 2      	3 ± 2
S65	GTTCTCACGTGAGAAC	 7 ± 3      	2 ± 2
S111	GTTATCACGTGATAAC	 9 ± 3      	3 ± 2
S66	GTTGACACGTGTCAAC	 5 ± 5      	3 ± 2
S75	GTTGTTACGTAACAAC	 6 ± 3      	3 ± 1
S67	GTTGTGACGTCACAAC	 9 ± 3      	5 ± 1
S147	TTTTTCACGTGAAAAA	11 ± 7        11 ± 7
S63	GATGTCACGTGACATC	 8 ± 4      	2 ± 2
S108	GCTGTCACGTGACAGC	 9 ± 6      	4 ± 3
S58	GTTGTCACGTGACAAA	 4 ± 2      	0 ± 1
S61	GTTGTCACGTGACAAG	11 ± 7     	2 ± 1
S107	ATTGTCACGTGACAAT	 0 ± 2      	3 ± 4
S59	TTTGTCACGTGACAAA	 4 ± 4      	3 ± 2
S60	ATTGTCACGTGACAAA	 3 ± 2      	2 ± 1
S62	CTTGTCACGTGACAAG	 4 ±7       	6 ± 4
S109	GTCGTCACGTGACGAC	 7 ± 7      	2 ± 3
S110	GTGGTCACGTGACCAC	 7 ± 1      	2 ± 1
S64	GTAGTCACGTGACTAC	 6 ± 6      	2 ± 4
S163	GTTGTCGCGCGACAAC	12 ± 6     	5 ± 2
S69	GTTGTCAGCTGACAAC	 9 ± 7      	6 ± 6
[image: ]S164	GTTGTCATATGACAAC	 1 ± 3      	0 ± 2
S77  	AGTTTCACGTGAAACG	 6 ± 3      	3 ± 4
S103	CTTTCACCGGTGAAAG	 9 ± 2      	3 ± 2
S104	GTTCAACCGGTTGAAC	13 ± 4     	6 ± 1
S145	TGTGTCACGTGACACA	 4 ± 1        18 ± 8
S146	TGTCTCACGTGAGACA	 9 ± 3        14 ± 5
S57	TGACTGATGTGACAAC	 2 ± 3      	0 ± 0
Figure E 	(ParBG4) 


Probe1	sequence2		BS ParB+ Sign3	BS ParB-

S89wt	ATCTCCACGTGGAGAT	63 ± 6    **	0 ± 3
S181half	TCACCTCAGTGGAGAT	24 ± 3         na
S70rdm	TGACTGACTGACTGAC	27 ± 9		3 ± 3
S99	ATCGTCACGTGGAGAT	38 ± 3		6 ± 0
S98	ATTGCCACGTGGAGAT	36 ± 5		3 ± 3
[image: ]S92	GTCTCCACGTGGAGAC	53 ± 4    **	4 ± 2
S125	TTCTCCACGTGGAGAA	42 ± 2    *	0 ± 1
S171	ACCTCCACGTGGAGGT	24 ± 6		na
S126	AACTCCACGTGGAGTT	32 ± 1		5 ± 2
S127	ATGTCCACGTGGACAT	30 ± 2		13 ± 1
S93	ATTTCCACGTGGAAAT	33 ± 4		8 ± 2
S94	ATCGCCACGTGGCGAT	29 ± 3		7 ± 0
S172	ATCCCCACGTGGGGAT	23 ± 5		na
S128	ATCACCACGTGGTGAT	28 ± 7		16 ± 3
S129	ATCTGCACGTGCAGAT	35 ± 7	 	8 ± 4
S95	ATCTTCACGTGAAGAT	44 ± 6    *	8 ± 2
S123	ATCTCTACGTAGAGAT	30 ± 4		4 ± 1
S124	ATCTCGACGTCGAGAT	31 ± 5		5 ± 2
S90	ATCTCAACGTTGAGAT	29 ± 1		0 ± 4
S91	ATCTCCTCGAGGAGAT	35 ± 2		3 ± 2
S173	ATCTCCGCGCGGAGAT	24 ± 6		na
S174	ATCTCCATATGGAGAT	28 ± 2		na
[image: ]S130	ATCTCCAGCTGGAGAT	32 ± 3		13 ± 4
S144	GTTTCCAGCTGGAAAC	36 ± 2		15 ± 5
S97	GTCGCCACGTGGCGAC	28 ± 2		6 ± 2
S145	TGTGTCACGTGACACA	34 ± 6		18 ± 8
S146	TGTCTCACGTGAGACA	25 ± 5		14 ± 5
S147	TTTTTCACGTGAAAAA	29 ± 4		11 ± 7
















Figure F 	(ParB12J; changes relative to probe S56, i.e.  parSc3)
								
probe1	sequence2		BS ParB+ Sign3	BS ParB-

S56	GTTGTCACGTGACAAC	69 ± 8    * 	 0 ± 3
S86wt	GTTGTCACGTGGAAAC	54 ± 22   * 	 3 ± 0
S57half	TGACTGATGTGACAAC	25 ± 22    	 0 ± 0
S70rdm	TGACTGACTGACTGAC	11 ± 11    	 3 ± 3
S88	GTTTCCACGTGGAAAC	41 ± 17    	 5 ± 1
S58	GTTGTCACGTGACAAA	23 ± 21    	 0 ± 1
S61	GTTGTCACGTGACAAG	20 ± 15    	 2 ± 1 
S74	GTTGTTACGTGACAAC	37 ± 22    	 3 ± 2 
S59	TTTGTCACGTGACAAA	22 ± 21    	 3 ± 2
S60	ATTGTCACGTGACAAA	24 ± 13    	 2 ± 1
S62	CTTGTCACGTGACAAG	21 ± 13    	 6 ± 4
S63	GATGTCACGTGACATC	21 ± 14    	 2 ± 2
[image: ][image: ]S64	GTAGTCACGTGACTAC	18 ± 12    	 2 ± 4 
S65	GTTCTCACGTGAGAAC	23 ± 16    	 2 ± 2
S71	GTTTTCACGTGAAAAC	27 ± 21    	 3 ± 1
S66	GTTGACACGTGTCAAC	26 ± 15    	 3 ± 2
S72	GTTGCCACGTGGCAAC	56 ± 23   * 	 1 ± 1
S75	GTTGTTACGTAACAAC	38 ± 30    	 3 ± 1
S67	GTTGTGACGTCACAAC	27 ± 17    	 5 ± 1
S73	GTTGTAACGTTACAAC	23 ± 15    	 3 ± 3
S68	GTTGTCTCGAGACAAC	20 ± 17    	 1 ± 0
S163	GTTGTCGCGCGACAAC	15 ± 8     	 5 ± 2
S164	GTTGTCATATGACAAC	15 ± 3     	 0 ± 2
S69	GTTGTCAGCTGACAAC	11 ± 1     	 6 ± 6
S165	GTTTTTACGTAAAAAC	17 ± 5     	 3 ± 6
S135	GTTGCCACGTGGAAAC	44 ± 23    	20 ± 2
S136	GTTTTCACGTGGAAAC 	33 ± 23    	18 ± 1
S138	CTTTCCACGTGGAAAG	11 ± 8     	14 ± 0
S139	GATTCCACGTGGAATC	47 ± 31  * 	13 ± 1 
S140	GTATCCACGTGGATAC	25 ± 15     	 9 ± 1
S141	GTTACCACGTGGTAAC	28 ± 11  *  	10 ± 4
S142	GTTTGCACGTGCAAAC	33 ± 7      	23 ± 5
S143	GTTTCCTCGAGGAAAC	18 ± 8      	 8 ± 2
S144	GTTTCCAGCTGGAAAC	10 ± 5      	15 ± 5
S145	TGTGTCACGTGACACA	15 ± 8      	18 ± 8
S146	TGTCTCACGTGAGACA 	23 ± 8      	14 ± 5
[image: ]S147	TTTTTCACGTGAAAAA	22 ± 15     	11 ± 7
S175	GCTTCCACGTGGAAGC	10 ± 5      	 2 ± 1 
S176	GTTCCCACGTGGGAAC	13 ± 6      	 4 ± 1 
S177	GTTTCCGCGCGGAAAC	10 ± 7      	 2 ± 5 
S178	GTTTCCATATGGAAAC	18 ± 10     	 3 ± 3 











Figure G	(ParB12J ; changes relative to probe S88, i.e. “non-parSc3”)

Probe1	sequence2		BS ParB+ Sign3  BS ParB-

S88	GTTTCCACGTGGAAAC	41 ± 17     	 5 ± 1
S86wt 	GTTGTCACGTGGAAAC 	54 ± 22   *  	 3 ± 0
S180halfTACCTGCTGTGGAAAC	14 ± 4     	 na
S70rdm 	TGACTGACTGACTGAC	11 ± 11     	 3 ± 3
S56	GTTGTCACGTGACAAC	69 ± 8    *  	 0 ± 3
S136	GTTTTCACGTGGAAAC 	33 ± 23    	18 ± 1   
S135	GTTGCCACGTGGAAAC	44 ± 23    	20 ± 2
S143	GTTTCCTCGAGGAAAC	18 ± 8      	 8 ± 2
S138	CTTTCCACGTGGAAAG	11 ± 8     	14 ± 0
S175	GCTTCCACGTGGAAGC	10 ± 5      	 2 ± 1
S139	GATTCCACGTGGAATC	47 ± 31   * 	13 ± 1
S140	GTATCCACGTGGATAC	25 ± 15     	 9 ± 1
[image: ]S176	GTTCCCACGTGGGAAC	13 ± 6      	 4 ± 1
S72	GTTGCCACGTGGCAAC	56 ± 23   *  	 1 ± 1
S141	GTTACCACGTGGTAAC	28 ± 11   * 	10 ± 4
S71	GTTTTCACGTGAAAAC	27 ± 21     	 3 ± 1
S142	GTTTGCACGTGCAAAC	33 ± 7     	23 ± 5
S177	GTTTCCGCGCGGAAAC	10 ± 7      	 2 ± 5
S144	GTTTCCAGCTGGAAAC	10 ± 5     	15 ± 5
S178	GTTTCCATATGGAAAC	18 ± 10     	 3 ± 3
S58	GTTGTCACGTGACAAA	23 ± 21     	 0 ± 1
S61	GTTGTCACGTGACAAG	20 ± 15     	 2 ± 1
S59	TTTGTCACGTGACAAA	22 ± 21     	 3 ± 2
S60	ATTGTCACGTGACAAA	24 ± 13     	 2 ± 1
S62	CTTGTCACGTGACAAG	21 ± 13     	 6 ± 4
S63	GATGTCACGTGACATC	21 ± 14     	 2 ± 2
S64	GTAGTCACGTGACTAC	18 ± 12     	 2 ± 4
S65	GTTCTCACGTGAGAAC	23 ± 16     	 2 ± 2
S66	GTTGACACGTGTCAAC	26 ± 15     	 3 ± 2
S75	GTTGTTACGTAACAAC	38 ± 30     	 3 ± 1
S67	GTTGTGACGTCACAAC	27 ± 17     	 5 ± 1
S73	GTTGTAACGTTACAAC	23 ± 15     	 3 ± 3
S68	GTTGTCTCGAGACAAC	20 ± 17     	 1 ± 0
S163	GTTGTCGCGCGACAAC	15 ± 8      	 5 ± 2
S164	GTTGTCATATGACAAC	15 ± 3      	 0 ± 2
[image: ]S69	GTTGTCAGCTGACAAC	11 ± 10     	 6 ± 6
S165	GTTTTTACGTAAAAAC	17 ± 5      	 3 ± 6
S145	TGTGTCACGTGACACA	15 ± 8     	18 ± 8
S146	TGTCTCACGTGAGACA 	23 ± 8     	14 ± 5
S147	TTTTTCACGTGAAAAA	22 ± 15    	11 ± 7
S74	GTTGTTACGTGACAAC	37 ± 22     	 3 ± 2











1 Wild-type (wt), random (rdm) and half-parS (half) sequences are mentioned for clarity

2 Red-highlited nucleotides in the parS sequences are those changed relative to the cognate wt parS (Figures A-E) or to parSc3 (Figure F) or to “non-parSc3” (Figure G)

3 Levels of significance are indicated in the “Sign” columns as follows:  
* (P value < 0.05), ** (P value < 0.01), *** (P value <0.001).
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