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2  DNA methyltransferase (CDS_0003)
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queuine tRNA-ribosyltransferase (CDS_0037)
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2 3 DNA methyltransferase (CDS_0004)
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RNA-binding protein (CDS_0035)
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RNA-binding protein (CDS_0035)
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phosphoadenosine phosphosulfate reductase (CDS_0037)
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phosphoadenosine phosphosulfate reductase (CDS_0036)
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TemPhD cluster_33790:28,313-31,371 (+); 1-7,997 (+)
3

o
N
w

TemPhD_cluster_38107:28,692-30,959 (+); 1-9,281 (+)
Menshen__NsnA (CDS 0003)
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Cox-like excisionase and repressor (CDS_0029)
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integrase (CDS_0027)
25 baseplate protein (CDS_0026)
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3233 DNA methyltransferase (CDS_0034)
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transcriptional regulator (CDS_0029)
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