




Red list IUCN (2017) - Oleaceae

•White ash (Fraxinus americana)

•Black ash (Fraxinus nigra)

•Green ash (Fraxinus pennsylvanica)

•Pumpkin ash (Fraxinus profunda)

•Blue ash (Fraxinus quadrangulata) 



• The three ash species were sequenced using a single ONT MinION
flow cell each. 

• Advancements in homology-based gene prediction allowed us to 
produce high quality genome annotations without needing to 
produce RNA-seq reads for our samples. 



Uma flow cell de MinION seria 
suficiente para anotação de 
genomas?





•Fraxinus americana e F. pennsylvanica:

•Contiveram muitas regiões haplotípicas não colapsadas 

• amostras altamente heterozigóticas.











Methods















PSMC curves of closely related populations or species may 
differ in coalescence attributes because of inbreeding (i.e., 
heterozygosity) differences among accessions51,79. Initial PSMC 
output provides the capacity to estimate pi (π; nucleotide 
diversity), where π = 4Neµ. From this formulation, nucleotide 
diversity, effective population size, and mutation rate are 
linearly related. From initial PSMC, F. americana, F. nigra, and F. 
pennsylvanica had 3,458,091, 2,143,896, and 3,928,012 
segregating sites, respectively

The reads for each assembly were mapped onto their 
corresponding assembly using Minimap2 version 2.20

https://www.nature.com/articles/s42003-023-05748-4#ref-CR51
https://www.nature.com/articles/s42003-023-05748-4#ref-CR79




Dúvidas?
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