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RepeatModeler on 581 primary assemblies
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TE content ~ Assembly size
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TE content ~ # RMod families







RepeatModeler vs DFAM 3.9 
Where are we learning the most?
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Per-class breakdown
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Tree by Siavash Mirarab



VGP phylogenetic tree

Tree by Siavash Mirarab



Where there is work to do



Counts of Unknown families







Family consensus length





SINEs… of false positives 





Outliers



rnd-5_family-2087


(Unknown)


Castor canadensis 

48947 bp



rnd-5_family-2087


(Unknown)


Castor canadensis 

48947 bp



rnd-5_family-6186#Unknown

Desmodus rotundus

42743 bp

Satellites?


Segmental Duplication?



Notamacropus eugenii
rnd-5_family-3860

40835 bp

Satellites?


Segmental Duplication?



Future Directions

- Distribution of copy numbers / Model support


- Redundancy evaluation


- Fragmentation vs. over-extension?


- Primary vs. Secondary assemblies



===== Cluster Summary ===== 

Total number of clusters: 553555 

Total number of singletons: 461712 

Average cluster size: 1.51

~/tools/mmseqs/bin/mmseqs easy-cluster 
all.primary.repeatModeler.fasta all.primary.clustR tmp --cov-
mode 1 -c 0.8 --min-seq-id 0.8 -s 100 --exact-kmer-matching 1 
--threads 8




