jgilAspfo1|58196[1110
jgilAsptu1|117843]1110
jgilAspni5|173656|PpoC|CYP6001C15/1110
jgilAspbr1]51707]1110
jgilAspca3|512471[1113
jgilAspac1]49362|1113
jilAspnid1|79|AN5028|PpoC|CYP6001C1[1117
jgilAspsy1]146371[1121
jgilAspve1]27035/1119
jgilAspte1]8318|CYP6001C16[1113
jgilAspfl1|29444|PpoC|CYP6001C12|1114
jgilAspor1|3377|CYP6001C12[1114
jgilAspgl1]120623|1126
jgilAspwe1|103777[1122
jgilAspcl1|5986|CYP6001C11|1150
jgilAspfu1|4348|PpoC|1121
jgilNeofi1|4119|CYP6001C2|1118
jgilAspzo1]55528|1132
jgilAspgl1]53430|1103
O jgilAspte1]6734/CYP6001C14(1124
@ jgilAspfl1]32279|PpoB|CYP6001C13]1139
O jgilAspor1|11516|CYP6001C13|1147
@ jgilAspfu1]4674|PpoB|CYP6001C4|1136
O jgi|Neofi1]209|CYP6001C4|1136
O jgilAspte1|7555|CYP6001A1|1071
jgilAspsy1]39130|1080
jgilAspve1|124368|1080
@ jgilAspnid1|7669|AN1967|PpoA|CYP6001A1|1081
jgilAspgl1]115303|1078
jgilAspwe1[22817|1098
@ jgilAspfu1|5524/PpoA|CYPE001A1[1079
O jgilNeofi1]649|CYP6001A4/1076
jgilAspcl1]4995[1080
@ jgilAspfl1[29106]ppoA|CYP6001A1|1079*
O jgilAspor1|3690|CYP6001A1|1079
jgilAspac1]21554[1079
jgilAspca3|142143[1080
jgilAspbr1]127895|1081
@ jgilAspni5|51181|ppoA|CYPE001A1|1080
jgilAsptu1|128214]1080
jgilAspfo1|45252|1080
jgilAspka1]173208|1080
jgilAspor1|11455[937
O jgilAspte1]4547|CYPE002A51045
O jgilAspcl1|6350|CYP6002A3|1056
O jgilNeofi1|179]CYP6002A4|1058
jgilAspwe1|67347]|1056
@ jgilAspnid1|3918|AN6320|PpoB|CYP6002A1|1022
jgilAspsy1]995590(1079
jgilAspve1[41241]1079
jgilAspbr1|34955(426* ]

CYP6001A

CYP6002A

jgilAspgl1]162501|1451

@ jgilAspfl1|27221|PpoD|CYP6003B11419

O jgilAspor1|6421|CYP6003B1|1409

O jgilAspte1|5599|CYP6003B2]1143

@ jgilAspni5|54475|PpoD|CYP6003B31251*
joilAsptu1|159587|1254
jgilAspfo1|51932|1254
joilAspka1[181422|1289
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Additional File 14. Molecular phylogenetic tree of CYP6001 - CYP6003 families (PpoA - PpoD) and
colinearity of the genetic surroundings.

Evolutionary analyses were conducted in MEGAG®6 [1]. The analysis involved 59 amino acid sequences. If
protein size is marked by a star was the sequence manually curated or sequence is incomplete. Following
Muscle alignment the evolutionary history was inferred by using the Maximum Likelihood method based on the
JTT matrix-based model. There were a total of 183 positions in the final dataset. 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. For open circle marked
sequences CYP names were assigned according to the CYP nomenclature
(http://drnelson.uthsc.edu/fungal.genomes.html), for full circle marked sequences function were ascribed in the



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

literature. Regions of colinearity in all genomes are represented by AspGD Sybil tool [2], proteins are ordered
following the phylogenetic tree, orthologues are marked in red lines, other collinear proteins in grey lines. For
CYP6002A subfamily no AspGD ortholog cluster is available.

References

1. Tamura K, Stecher G, Peterson D, Filipski A, Kumar S: MEGAG6: Molecular Evolutionary Genetics
Analysis version 6.0. Mol Biol Evol 2013, 30:2725-2729.

2. Arnaud MB, Cerqueira GC, Inglis DO, Skrzypek MS, Binkley J, Chibucos MC, Crabtree J, Howarth C,
Orvis J, Shah P, et al: The Aspergillus Genome Database (AspGD): recent developments in
comprehensive multispecies curation, comparative genomics and community resources.
Nucleic Acids Res 2012, 40:D653-659.



