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Table S5. The assembly information using different assembly strategies

Input fasta data Assembly data : Total reads numbe¢ N50 N90 Min read length Max read length Average read lengtt

Raw nanopore reads 5.2 — 1375351 5146 1824 871 510592 3823.48

Polished nanopore reads by Pilon 5.1 — 1358631 5179 1851 871 510619 3860.4

CLC assembly (lllumina reads only) 42 306 148227 2043 1116 1000 482534 2064.93

Opera assembly (lllumina + raw nanopore reads) 42+5.2 317 134333 2566 1136 1000 588631 2362.81
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Miniasm assembly (raw nanopore reads only) 5.2 5.3 308 20999 10354 273 79134 17942.31
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