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transcriptional regulator (CDS_0034)
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Cox-like excisionase and nd repressor (CDS_0036)
Cll-like regulator (CDS_0037)
baseplate protein (CDS_0038) 39
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TemPhD_cluster_36796_ 22319:38141(+)
CDS_0032 Cox-like excisionase and repressor (CDS_0035)

IMGVR _UViG_2907859159_000001(2907859159|2907859159(640192-673811 25259:33346(+)
CDS_0033 CDS_0039 baseplate wedge tail fiber protein connector (CDS_0001)

TemPhD_cluster_52241 22318:2229(+)

Cox-like excisionase and repressor (CDS_0036)
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CDS_0032
CDS_0031
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