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Run #&5

» Totalreads (2D) : 4,172 (Calibration Strand S0)
» Total Bases : 22,498,848 (6.35X)

=» Mean Length : 5,392.82

» Median Length : 5,447

» Minimum Length : 148

» Maximum Length : 13,366

» N50 Length : 6202
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» Canu Cde novo Assembly (1)
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Quast FHiFER (1)

No of contigs / | No of contigs / | Total length Largest contig
scaffolds scaffolds (bp) / scaffold
(>1kbp)

(1) 77 77 2,794,139 160,075 46,590

(2) 77 75 2,837,609 164,274 47,173

(3) 383 107 3,485,859 220,901 83,408

(4) 60 12 3,573,010 737,678 491,746
Total Genome NG50 (bp) Fully unaligned | Fully unaligned
alignments fraction (%) contigs / length (bp)
length (bp) scaffolds

(1) 2,736,557 78.074 36,716 2 32,391

(2) 2,796,673 78.581 38,063 2 33,035

(3) 3,447,517 95.859 81,741 2 1,719

(4) 3,561,798 99.036 491,746 0 0
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Quast sHIIFEER (2)
Missmatches Indels length Missmatches / | Indels /
(bp) 100k bp 100kbp

6,503 48,332 77,286 231.84 1,740.93
(2) 14,210 38,556 56,100 503.34 1,365.71
(3) 205 122 330 5.95 3.54

(4) 264 133 229 7.42 3.74



