
S1 Table. Sequence data used for reference genome assembly
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LIB23244 PE 170.64 164.84 100% 0.5 82.42 329.6

LIB23234 MP 18.43 18.43 70.63% 17.32% 6.53% 5.52% 11 11.5 9.21 36.85

LIB23235 MP 30.88 30.87 74.71% 16.35% 3.88% 5.07% 9.5 9.5 15.44 61.74

LIB23236 MP 30.36 30.35 75.50% 15.91% 3.48% 5.11% 8 8.5 15.18 60.7

LIB23239 MP 49.53 49.51 76.88% 14.17% 3.60% 5.34% 5 4.2 24.76 99.02

LIB23242 MP 42.81 42.80 76.31% 15.29% 4.07% 4.32% 2 2 21.40 85.6
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