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Table 1

Sample

Seq. Strategy
Released

Coverage

Total sequence length

Total assembly gap length
Num. of contigs

Contig N50

Contig L50

uCB LVP Aag2

LVP strain LVP strain Aag2 cell line
lllumina Sanger PacBio
5/2015 6/2006 NA

6.8x 7.6Xx ~50x
744,596,036 | 1,383,957,531 | 1,723,930,323
196,533,049 | 73,881,199 0

961,292 36,204 3,752

989 82,618 1,420,116
151,087 4,346 368
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Table 2

SINE
LINE
LTR
DNA
Other*

Total

*includes helitrons, MITEs, Penelope, RC, UD, and unknown elements

Num.of  Length Percent of
elements (Mbp) genome
28,301 44 0.25

558,382 259.9 15.07
495,204 163.9 9.51
1,184,522 309.0 17.93
725,958 2337 13.55
2,992,367 970.9 5631
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