glycosyltransferase (CDS_0011)
hyltransferase (CDS_0012)

Station32_SUR_ALL_assembly_NODE_1808_length_12494_cov_25.079106:7,228-12,494 (+)

Station37_MES_COMBINED_FINAL_NODE_4112_length_11584_cov_4.239917:3-5,287 (-)

15 20 21

Station34_SUR_ALL_assembly NODE_1412_length_15898_cov_75.397841:10,571-15,898 (+)

Station109_DCM_ALL _assembly_NODE_770_length_18091_cov_10.100909: 12,933-18,090 (+)

Station11_SUR_ALL_assembly_NODE_211_length_17550_cov_11.500314: 1-5,158 (-)

‘ -

Station209_SUR_ALL assembly NODE 5130_length_ 16934 cov_4.324605: 3-4,385 (-)

N
w
N
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Station25_SUR_ALL_assembly_NODE_1641_length_15726_cov_4.041733:2-7,180 (-)

Station36_SUR_ALL_assembly_NODE_1100_length_14236_cov_79.841619:6,868-14,234 (+)

Station23_ DCM_ALL assembly NODE 844 length 19276 _cov_29.613288:2-6,844 (-)
9 8 4 8 2

Station125_MXL_ALL_assembly_ NODE_1564 _length_18199_cov_4.120536:2-8,757 (-)

5 4 3 2 1
1 I S E— —
Station155_DCM_ALL_assembly_NODE_5542_length_15024_cov_5.494889:51-7,823 (-)

16 17 18 19
1 Y A —
Station155 MES_ALL assembly NODE 7561 length_ 14573 cov_11.124948:7,246-14,417 (+)

7 6 5 4 3 2 1
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Station23_DCM_ALL _assembly_ NODE_875_length_18964 _cov_7.923952:81-8,100 (-)

w
N
=

Station155_DCM_ALL_assembly_NODE_5508_length_15094_cov_5.472106:3-6,632 (-)

Station155_MES_ALL assembly NODE_6691 length_15980_cov_5.373878:2-4,174 (-)

18

Station22_SUR_ALL _assembly_ NODE_2300_length_13470_cov_5.858367:9,057-13,469 (+)

24

Station23_DCM_ALL _assembly_ NODE_1042_length_17238 _cov_4.410929: 12,930-17,236 (+)
7  glycosyltransferase (CDS_0008) 9 12 13

Station33_SUR_ALL_assembly NODE_1921 length 12368 cov_53.209047:4,143-11,189 (+)
3000 nt i
moron, auxiliary metabolic gene and host takeover other unknown function
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