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BUSCO Assessment Results
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(b) Correspondence of weedy and wild modules

weedy yellowgreen: 43 o] 0 1 0 0] 3 2 1 1 o] 9 3 1 1 2 1 0] 1 8 4 0] 0] o] 0 1 0] 4
weedy blue: 1234 21 13 28 6 3 9 9 53 13 4 38 13 7 6 24 1 10 31 5 9 15 2 1 21 9 89
weedy black: 499 23 5 32 8 4 3 8 21 14 2 38 21 4 2 5 5 2 15 2 6 1 2 4 34 3 35 50
weedy red: 668 15 7 14 4 7 3 4 5 22 5 120 114 29 15 7 17 15 61 62 33 7 o 4 13 6 70
weedy brown: 820 25 2 32 8 4 2 2 7 9 4 e [N < 19 13 19 16 19 117 14 1 6 0 1 25 6 70
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weedy lightsteelblue1: 37 3 0 7 o o o 0 1 o o 1 1 o o 1 1 o o 1 0 o 2 0 0 2 o 17
weedy royalblue: 95 3 1 1 2 2 o 3 8 3 1 21 6 2 2 1 0 o 3 9 1 o 2 0 1 2 2 19
weedy darkorange: 72 - 4 1 1 1 2 o] 3 1 3 o] 1 2 0] 2 0 1 0] 0] 5 3 2 10 3 0 11 3 13
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weedy turquoise: 1672 21 4 43 1 25 8 20 49 112 12 54 272 30 23 37 19 33 68 64 6 16 o 4 55 13 141
weedy pink: 445 3 1 19 1 18 2 2 33 28 4 10 33 1 9 13 4 12 8 - 19 6 3 o 7 1 6 40
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(c)
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