	Supplementary Table 3. Spacer sequences shared between Corynebacterium striatum Brazilian genomes.

	Isolate (spacer)        x
	Isolate (spacer)
	Similarity (%)  - Database consensus used

	2237 (47)
	1961 (15)
	Corynebacterium striatum 215 - 97% /
Corynebacterium striatum FDAARGOS 1054 - 97%

	2237 (4)
	2023 (contig_15) (2)
	Unknown

	2237 (5)
	2023 (contig_15) (3)
	Unknown

	2237 (6)
	2023 (contig_15) (4)
	Unknown

	2237 (7)
	2023 (contig_15) (5)
	Phage Rhodoc REQ3 – 94% /
Corynebacterium simulans - 94%

	2237 (8)
	2023 (contig_15) (6)
	Unknown

	2237 (9)
	2023 (contig_15) (8)
	Unknown

	2237 (37)
	2023 (contig_15) (13)
	Corynebacterium phage phi673 - 85%

	2237 (38)
	2023 (contig_15) (14)
	Unknown

	2237 (39)
	2023 (contig_15) (15)
	Unknown

	2237 (42)
	2023 (contig_15) (18)
	Unknown

	2308 (contig_2) (1)
	2023 (contig_17) (1)
	Unknown

	2308 (contig_2) (17)
	2023 (contig_17) (3)
	Unknown

	2308 (contig_18) (38)
	2023 (contig_15) (16)
	Unknown

	2308 (contig_18) (39)
	2023 (contig_15) (17)
	Unknown

	2308 (contig_2) (57)
	2023 (contig_17) (6)
	Unknown

	2230 (contig_15) (1)
	2038 (contig_4) (1)
	Corynebacterium striatum 215 – 97% /
Corynebacterium striatum FDAARGOS 1054 - 97%

	2230 (contig_15) (2)
	2038 (contig_4) (2)
	Unknown

	2230 (contig_15) (3)
	2038 (contig_4) (3)
	Phage Rhodoc REQ3 - 88%

	2230 (contig_15) (4)
	2038 (contig_4) (4)
	Unknown

	2230 (contig_15) (5)
	2038 (contig_4) (5)
	Unknown

	2308 (contig_2) (58)
	2023 (contig_17) (9)
	Saccharopolyspora erythraea NRRL2338 - 82%

	2230 (contig_15) (21)
	2038 (contig_4) (22)
	Corynebacterium glyciniphilum - 85%

	2230 (contig_15) (11)
	2038 (contig_4) (21)
	Corynebacterium phage phi673 - 85%

	2230 (contig_15) (10)
	2038 (contig_4) (20)
	Unknown

	2230 (contig_15) (9)
	2038 (contig_4) (19)
	Unknown

	2230 (contig_15) (8)
	2038 (contig_4) (18)
	Unknown

	2230 (contig_15) (7)
	2038 (contig_4) (17)
	Unknown

	2230 (contig_15) (6)
	2038 (contig_4) (16)
	Unknown

	2230 (contig_15) (22)
	2038 (contig_4) (25)
	Unknown

	2230 (contig_15) (23)
	2038 (contig_4) (26)
	Unknown

	2230 (contig_15) (24)
	2038 (contig_4) (28)
	Mycobacterium sp. - 82%

	2230 (contig_15) (25)
	2038 (contig_4) (29)
	Unknown

	2230 (contig_15) (26)
	2038 (contig_4) (30)
	Unknown

	2230 (contig_15) (27)
	2038 (contig_4) (31)
	Unknown

	2230 (contig_15) (28)
	2038 (contig_4) (32)
	Corynebacterium phage IME1320_01 - 91%

	2230 (contig_15) (29)
	2038 (contig_4) (33)
	Phage Rhodoc REQ3 - 94%

	2230 (contig_15) (30)
	2038 (contig_4) (34)
	Unknown

	2230 (contig_15) (31)
	2038 (contig_4) (35)
	Unknown

	2230 (contig_15) (32)
	2038 (contig_4) (36)
	Phage Rhodoc REQ3 - 100%

	2230 (contig_15) (33)
	2038 (contig_4) (37)
	Phage Rhodoc REQ3 - 100%

	2230 (contig_15) (34)
	2038 (contig_4) (38)
	Phage Rhodoc REQ3 - 88%

	2230 (contig_15) (35)
	2038 (contig_4) (39)
	Unknown

	2230 (contig_15) (36)
	2038 (contig_4) (40)
	Unknown

	2230 (contig_15) (37)
	2038 (contig_4) (42)
	Unknown

	2230 (contig_15) (38)
	2038 (contig_4) (43)
	Phage Rhodoc REQ3 – 94% /
Corynebacterium simulans - 94%

	2230 (contig_15) (39)
	2038 (contig_4) (44)
	Unknown

	2230 (contig_15) (40)
	2038 (contig_4) (45)
	Unknown

	2230 (contig_15) (41)
	2038 (contig_4) (46)
	Unknown

	2038 (contig_6) (46)
	2038 (contig_6) (29)
	Phage Rhodoc REQ3 - 94%

	2038 (contig_6) (47)
	2038 (contig_6) (30)
	Phage Rhodoc REQ3 - 97%

	2038 (contig_6) (48)
	2038 (contig_6) (31)
	Rhodococcus phage RRH1 - 84%

	2038 (contig_6) (49)
	2038 (contig_6) (32)
	Unknown

	2038 (contig_6)_6 (50)
	2038 (contig_6) (33)
	Megaviridae environmental oPacV-421 - 91%

	2130 (14)
	2130 (20)
	Phage Rhodoc REQ3 - 97%

	2425 (1)
	2296 (2)
	Phage Entero HK140 - 81%

	2425 (2)
	2296 (3)
	Corynebacterium simulans - 94%

	2425 (3)
	2296 (4)
	Unknown

	2425 (4)
	2296 (5)
	Unknown

	2425 (5)
	2296 (6)
	Unknown

	2425 (6)
	2296 (7)
	Corynebacterium simulans - 100%

	2425 (7)
	2296 (8)
	Unknown

	2425 (8)
	2296 (9)
	Unknown

	2425 (9)
	2296 (10)
	Unknown

	2425 (10)
	2296 (11)
	Gordonia phage Easley - 84%

	2425 (11)
	2296 (12)
	Phage Rhodoc REQ3 - 97%

	2425 (12)
	2296 (13)
	Unknown

	2425 (13)
	2296 (14)
	Unknown

	2425 (14)
	2296 (15)
	Marinovum algicola - 81%

	2425 (15)
	2296 (16)
	Phage Rhodoc REQ3 - 100%

	2425 (16)
	2296 (17)
	Phage Rhodoc REQ3 – 87.5% /
Corynebacterium aurimucosum - 87,5%

	2425 (17)
	2296 (18)
	Unknown

	2425 (18)
	2296 (19)
	Unknown

	2425 (19)
	2296 (20)
	Phage Rhodoc REQ3 - 94%

	2425 (20)
	2296 (21)
	Phage Rhodoc REQ3 - 100%

	2425 (21)
	2296 (22)
	Staphylococcus phi7401PVL – 94% /
Corynebacterium ulcerans - 94%

	2425 (22)
	2296 (23)
	Propionibacterium phage PFR1 - 84%

	2425 (23)
	2296 (24)
	Unknown

	2425 (24)
	2296 (25)
	Unknown

	2425 (25)
	2296 (26)
	Siphoviridae sp. ct6YY1 - 94%

	2425 (26)
	2296 (27)
	Unknown

	2425 (27)
	2296 (28)
	Unknown

	2425 (28)
	2296 (29)
	Unknown

	2425 (29)
	2296 (30)
	Phage Rhodoc REQ3 - 94%

	2425 (34)
	2296 (31)
	Corynebacterium ulcerans - 94%

	2425 (35)
	2296 (32)
	Unknown

	2425 (36)
	2296 (33)
	Unknown

	2425 (37)
	2296 (34)
	Vibrio phage 1.215.B._10N.222.54.F7 - 81%

	2425 (38)
	2296 (35)
	Unknown

	2425 (39)
	2296 (36)
	Unknown

	2425 (40)
	2296 (37)
	Corynebacterium striatum FDAARGOS 1054 - 100%

	2425 (41)
	2296 (38)
	Unknown

	2425 (42)
	2296 (39)
	Staphylococcus phi7401PVL – 94% /
Corynebacterium ulcerans - 94%

	2425 (43)
	2296 (40)
	Unknown

	2425 (44)
	2296 (41)
	Unknown

	2425 (45)
	2296 (42)
	Unknown

	2425 (46)
	2296 (43)
	Unknown

	2425 (47)
	2296 (44)
	Unknown

	2425 (48)
	2296 (45)
	Corynebacterium simulans - 84%

	2425 (49)
	2296 (46)
	Unknown

	2425 (50)
	2296 (47)
	Unknown

	2425 (51)
	2296 (48)
	Unknown

	2425 (52)
	2296 (49)
	Unknown

	2425 (53)
	2296 (50)
	Corynebacterium simulans - 94%

	2425 (54)
	2296 (51)
	Phage Rhodoc REQ3 - 94%

	2425 (55)
	2296 (52)
	Phage Rhodoc REQ3 - 94%

	2296 (58)
	2296 (55)
	Phage Rhodoc REQ3 - 91% /
Escherichia phage vB_EcoP_PTXU04 - 87,5%

	2296 (59)
	2296 (56)
	Unknown

	2308 (contig_18) (45)
	2308 (contig_18) (1)
	Unknown

	2308 (contig_18) (56)
	2308 (contig_18) (8)
	Unknown

	2308 (contig_18) (50)
	2308 (contig_18) (14)
	Phage Rhodoc REQ3 - 94%

	2308 (contig_18) (112)
	2308 (contig_18) (68)
	Unknown

	2308 (contig_18) (91)
	2308 (contig_18) (59)
	Serratia plymuthica - 81%



