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PacBio subreads were converted to HiFi reads using the circular consensus sequencing (CCS) program. HiFi reads from
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N50(bp) 71,226,514 70,609,007 1
L50 9 9
N90(bp) 59,638,252 59,948,908
L90 17 17
Number of scaffolds 143 813
Gaps 12 149 . 26418 . EH2A . REEIA
N Count (bp) 1,200 14,900 (dteEpmsin) ""‘" \ (dtesmsi) ’/' (eapmsit) \“}g
Largest scaffold (bp) 84,258,211 86,085,297 w1 <=’=‘v%°m“"’t'\ o ‘
Smallest scaffold (bp) 28,991 18,494 5 Va4 5 ) Il
Average scaffold length (bp) 9,041,347 1,623,460 [T capopal CqCYP76AD1 mmmmw CqDOPASGT
Total length (bp) 1,292,912,647 1,319,872,862 o FATREFTIIE NI FERINEEIR ChINIL1 >V DEEKIBIL T
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LTR assembly index (LAL)* 17.40 17.75 - YA TREDR IR B MBI RO SRR CBE T 5L
Complete BUSCOs (%) _ 22 991 ILSBLV LS RROSRERDY ) ARSI+ I PERI B33

*draft quality, LAI < 10; reference quality, 10 < LAI < 20; gold quality LAI > 20 0’/L\1§1‘%’("%§§'H’&¥HEE‘J(thﬁ?éﬁ:&)@ﬁ'/bﬁﬁt@%
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