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retron_type_|_B1_atpase_toprim_cluster22_2 (CDS_0050)
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DNA polymerase (CDS_0050)
HEC-09 (CDS_0047)
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DNA methyltransferase (CDS_0036) DNA polymerase (CDS_0046)
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MGV-GENOME-0353857:31,463-53,345 (+)
PDC-M10B_WP_205449755.1 (CDS_0037)
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Ma_2019_SRR413680_NODE_133_length_104561_cov_10.137571:31,460-76,136 (+)

10000 nt i
DNA, RNA and nucleotide metabolism integration and excision other tail unknown function defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS)
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