
SAMN11031311_a1_ct3216: 58,074-70,448 (+)
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IMGVR_UViG_3300014290_000001|3300014290|Ga0134363_100019: 55,270-66,674 (+)
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SRS018820_a1_ct14286: 57,402-70,432 (+)
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IMGVR_UViG_3300007220_000019|3300007220|Ga0104054_100225: 54,512-66,933 (+)
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IMGVR_UViG_3300007167_000001|3300007167|Ga0102715_1000010: 57,531-70,258 (+); 1-2,996 (+)
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IMGVR_UViG_3300019472_000035|3300019472|Ga0197717_10002: 57,261-68,695 (+); 1-2,984 (+)
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IMGVR_UViG_3300028510_000028|3300028510|Ga0307860_1056: 57,261-68,476 (+)

92 93 94 95 96
97

98 99 100 101

MGV-GENOME-0344952: 57,734-70,782 (+); 1-2,996 (+)
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SAMEA2738177_b1_ct3: 57,679-70,635 (+)
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OTU_424: 58,619-71,517 (+)
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IMGVR_UViG_3300022567_000016|3300022567|Ga0248017_1019: 55,804-67,565 (+)
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IMGVR_UViG_3300045988_099864|3300045988|Ga0495776_014976: 58,138-71,322 (+); 1-2,996 (+)
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MGV-GENOME-0345438: 58,138-71,322 (+); 1-2,996 (+)

95 96 97 98

99
100

101102 103 104 105 106 107 108 109

SAMEA2738064_b1_ct4: 58,200-71,292 (+)
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IMGVR_UViG_3300008283_000002|3300008283|Ga0110914_100083: 59,546-72,796 (+); 1-2,996 (+)
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SRS143423_a1_ct17261: 58,646-69,803 (+)

97 98 99 100 101 102
103

104 105
106

107 108

IMGVR_UViG_3300028542_000049|3300028542|Ga0307830_1179: 58,208-68,774 (+)
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IMGVR_UViG_3300009965_000003|3300009965|Ga0133741_100004: 58,335-68,993 (+); 1-2,996 (+)
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SRR7892448_NODE_3_length_71731_cov_41.036442: 59,989-71,639 (+)
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SRS146894_a1_ct23923: 59,145-70,747 (+)
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MGV-GENOME-0343631: 58,514-69,269 (+); 1-2,996 (+)
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IMGVR_UViG_3300045988_093464|3300045988|Ga0495776_001607: 59,986-69,454 (+); 1-3,011 (+)
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IMGVR_UViG_3300008406_000003|3300008406|Ga0115224_1000163: 59,269-70,992 (+); 1-2,996 (+)
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MGV-GENOME-0344384: 58,592-70,192 (+); 1-2,996 (+)
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TemPhD_cluster_16765: 58,522-69,663 (+); 1-2,996 (+)
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SRS143850_a1_ct45595_vs1: 37,780-50,931 (+)
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integration and excision unknown function


