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SAM-dependent methyltransferase (CDS_0015)
HNH endonuclease (CDS_OOOg)
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MG\/ GENOME 0375321 1 17 286( )
SAM-dependent methyltransferase (CDS_0014)
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uvig 282476 1-15,578 (+ )
SAM-dependent methyltransferase (CDS_0020)
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uvig 225864:1-19,642 (+)
SAM-dependent methyltransferase (CDS_0017)
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\MGVR UVIG 3300045988 102723|3SOOO45988\GaO495776 174631 1-16,929 (+)
SAM-dependent methyltransferase (CDS_0015)
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SAM-dependent methyltransferase (CDS_0014)
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SAM-dependent methyltransferase (CDS_0015)
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uvig_ 77544

SAM-dependent methyltransferase (CDS_0088)
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F/E\/ GENOME 0337048 50,493-62 719( )
SAM-dependent methyltransferase (CDS_0018)
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IMGVR_UVIG 3300045988 107213|3300045988\GaO495776 168598 1-17,497 (+)
SAM-dependent methyltransferase (CDS_0017)
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4 5 67[911]14 16 1819[21([[ 25

phosphoribosylaminoimidazole synthetase (CDS_0017)

PhoH-like Mphate starvation-inducible (CDS_0021) SAM-dependent methyltransferase (CDS_0045)
‘ RM_Type_lll_Type_lll_MTases_FAM_0 (CDS_0025) 50
Purine synthesis (VF0811) (CDS_0020)  REase_I[_00008 Type (CDS_0026) 36 39 51
172 kinase (CDS_0006)  mads_8 (CDS_0010) DISARM_1_drmD (CDS_0023) 28 33 353841 43 48 [52
171 4 5 | 7 8 9 [ 1112 13 14 15 16 1819 | 22 24 | 2712930 31 32134[37 4042 44 4647049|[[ 53
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Ma_2019_SRR341634 NODE_14 length 146928 cov_38.874626:145,962-146,928 (+); 1-54,696 (+)
SAM-dependent methyltransferase (CDS_0020)
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[ 1618 23l26
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| MGVR,UViG,SBOOO45988,124218|3300045988 | GaO49
SAM-dependent methyltransferase (CDS_0016)

6, 141304: 1-17,039 (+)
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12 [4]¢8]||T23]| 1718 2123

SRR N

MGV-GENOME- 0365873 360 12,187 (+)
SAM-dependent methyltransferase (CDS_0016)
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\MGVR UVlG 3300045988 122051|3300045988\Ga049577é 188241:1-16,836 (+)
SAM-dependent methyltransferase (CDS_0015)
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MGV-GENOME-0370107: 1-14,354 (+)
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