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superinfection exclusion (CDS_0028)
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IMGVR_UViG_3360045988_108831|3300045988 [Ga0495776_155416 22698:31043(+)

CDS_0028
CDS_0027 | superinfection exclusion (CDS_0029)

|MGVR?UVinSSEOO45988,093192|3300045988 |Ga0495776_181385 23190:31469(+)
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MG\/-GENOME-0331015-23326:32496(+)

anti-CRISPR-Cas (AcrllA21) (CDS_0001)
CDS_0002
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MGVR_UViG_3300007524_000014|3300007524\ Ga0105481_1000261 1:4405(+)
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