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uvig_312241:84,427-90,111 (-)
oMTase_00015 orphan (CDS_0100)

MGV-GENOME-0347629: 61,542-68,414 (-)
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IMGVR_UViG_3300045988_125694|3300045988|Ga0495776_176354:56,043-65,533 (+)
39 40 41 42 43

ES

MGV-GENOME-0375209: 34,568-44,655 (+)
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uvwg_403991 53,068-59,513 (-)
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MGV-GENOME-0374790:41,276-47,722 (+)
oMTase_00015 orphan (CDS_0095)
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uvig_59555:57,964-65,085 (-)
99 100 101102 103 tRNA-His guanylyltransferase (CDS_0109)
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Shkoporov_2019_SRR9161507_NODE_59_length_137237_cov_23.903471:44,334-53,526 (+)
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uvig_85336:63,742-70,605 (+)
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MG\/ GENOME-0374500:49,521-56,384 (+)
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uvwg_331514 62,223-69,086 (-)
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MGV-GENOME-0344730:3,412-10,274 (+)
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MGV-GENOME-0374688: 46,068-54,132 (+)
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MGV-GENOME-0347058:66,542-72,972 (-)
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MGV-GENOME-0374039:43,098-51,928 (+)
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IMGVR_UViG_3300029237_000375|3300029237|Ga0167477_100020|31134-158607: 37,232-46,012 (+)
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MGV GENOME 0372316:39,714-46,991 (+)
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o
N

63

o
EN

IMGVR_UViG_3300045988_139715|3300045988|Ga0495776_180918: 53,233-62,393 (+)
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IMGVR_UViG_3300045988_136736|3300045988|Ga0495776_168703: 34,733-43,659 (+)
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MGV-GENOME-0374798: 35,349-43,742 (+)
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MGV GENOME 0359672:3,308-10,989 (+)
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uvig 325613:49,323-58,103 (+)
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IMGVR_UViG_3300045988_120128|3300045988|Ga0495776_176282:44,441-54,086 (+)
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MGV GENOME-4431094:61,353-69,683 (-)
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IMGVR_UViG_3300045988_124474|3300045988|Ga0495776_163709: 46,145-54,455 (+)
oMTase_00015 orphan (CDS_0019)

MGV-GENOME-0358053:7,808-14,191 (+)
58 59 60

Wig 188439 48,922.54,562 (+)
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IMGVR_UViG_3300045988_146011|3300045988|Ga0495776_034474:39,682-44,881 (+)
oMTase_00015 orphan (CDS_0090)

uvig_87761:55,746-62,120 (-)
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MG\/ GENOME-0358055:79,276-85,658 (-)
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uvig_195176:57,909-64,291 (+)
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GV-GENOME-0343629:57,284-63,665 (-)
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MGV-GENOME-0368043: 13,069-19,082 (+)
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MGV-GENOME-0347142:5,732-10,932 (+)
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MGV-GENOME-0345373:57,985-64,817 (-)
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GV-GENOME-0354401:3-4,413 (+)
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uvig 380763:46,735-53,865 (+)
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uvig_187957:39,799-46,930 (+)
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MGV-GENOME-0352306: 66,283-73,415 (-)
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MGV-GENOME-0373114:39,601-46,733 (+)
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IMGVR_UViG_3300029715_000003|3300029715|Ga0245215_1000116:48,627-55,752 (+)
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uvwg 106885 6,259-14,282 (+)
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uvig_183134:66,091-75,453 (+)
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MGV GENOME-0353273:3,707-10,672 (+)
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uvwg 280557 10,116-18,040 (+)
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