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Additional File 13. Molecular phylogenetic tree of CYP56 family (A), and CPR2 and 
CYP630 family (B)  

Evolutionary analyses were conducted in MEGA7 [1]. The analysis involved 8 (A) and 16 (B) 

amino acid sequences, respectively. Following Muscle alignment the evolutionary history was 

inferred by using the Maximum Likelihood method based on the JTT matrix-based model [2]. 

There were a total of 436 (A) and 505 (B) positions in the final datasets, respectively. The tree is 

drawn to scale, with branch lengths measured in the number of substitutions per site. All 

positions containing gaps and missing data were eliminated. The last number of the name 

represents the size of the protein. CYP names were assigned according to the CYP 

nomenclature (http://drnelson.uthsc.edu/fungal.genomes.html). Regions of collinearity in the 

genomes are represented by AspGD Sybil tool [3], proteins are ordered following the 

phylogenetic tree. In (A), CYP56 orthologues are marked in red lines and other collinear proteins 

 jgi|Aspca3|202174|452
 jgi|Aspcl1|3275|CYP56C3|534

 jgi|Aspzo1|152015|499
 jgi|Aspor1|7615|CYP56C1|528
 jgi|Aspfl1|31400|CYP56C1|566

 jgi|Aspnid1|9473|CYP56B1|506
 jgi|Aspsy1|70204|501

 jgi|Aspve1|42684|501

0.1

CYP630

 jgi|Aspfo1|47456|716
 jgi|Aspka1|176591|716
 jgi|Asptu1|47832|716
 jgi|Aspni5|49744|716
 jgi|Aspbr1|135664|717

 jgi|Aspca3|133393|709
 jgi|Aspac1|49570|711

 jgi|Aspwe1|116905|707
 jgi|Aspfl1|30947|515*
 jgi|Aspor1|10768|699

 jgi|Aspfu1|2312|710
 jgi|Neofi1|7511|710

 jgi|Aspgl1|81509|720
 jgi|Aspnid1|4479|718

 jgi|Aspsy1|31118|707
 jgi|Aspve1|27739|709

0.1

http://drnelson.uthsc.edu/fungal.genomes.html


in grey lines. In (B), CPR2 orthologues are marked in red lines, the collinear proteins in grey 

lines, and an arrow is pointing CYP630 orthologues. If protein size is marked by a star is the 

sequence incomplete. 
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