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Organism Genome Assembly Size  Final Scaffolds ~ Scaffolded Length (%)~ Starting (N50) ~ Final (N50)

H" Goat' 2.62 Gb 3 98.74 13.9 Mb 91.7 Mb 1: Bickhart et al. Nat. Genet. 2017; 49: 643.
B~ Hummingbird? 1.41 Gb 37 99.51 54 Mb 38.0Mb 2: Pennisi, Science 2017; 357: 10.
s Stickleback? 446 Mb 21 97.52 87.5kb 206 Mb 3: Peichel et al. J. Hered. 2017; 108: 693.

_g Amaranth? 400 Mb 16 98.09 404 kb 24.1 Mb 4: Lightfoot et al. BMC Biol. 2017; 15: 74.

A Human® 2.74 Gb 23 98.02 437 kb 1257Mb  5: Burton et al. Nat. Biotechnol. 2013; 31: 1119.
+ Honey Bee® 223 Mb 7 98.40 1.21 Mb 31.86Mb  6: Wallberg et al. BMC Genomics 2019; 20: 275.
affe Clownfish’ 904 Mb 24 97.97 1.86 Mb 38.1 Mb 7: Lehmann et al. BioRxiv March 2018.

6 Black Raspberry? R 7 100.0 519 Mb MiMe 8 VanBuren et al. GigaScience 2018; 7: giy094.
“é" Firefly” 473 Mb 10 94.64 175 kb 492 Mb 9: Fallon et al. BioRxiv December 2017.
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