
S8 Phylogenies for putative Chlamydomonas enzymes of the predicted ergosterol pathway

144174 ERG26 Chlamydomonas reinhardtii
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ERG26 Saccharomyces cerevisiae

A2R589 Aspergillus niger

NSDHL Dictyostelium discoideum

NSDHL Bos taurus

NSDHL Homo sapiens

NSDHL Mus musculus

NSDHL Rattus norvegicus

Vertebrata
Mycetozoa

Fungi
Algae

Fig. 1. Phylogenetic relationship of the enzymes for the reaction 1.1.1.170 in Chlamydomonas (144174, 58501, 41178) to annotated sequences
from other species.

191061 Chlamydomonas reinhardtii

DHB7 Homo sapiens

B4DF79 Homo sapiens

B4DHZ4 Homo sapiens

DHB7 Mus musculus

DHB7 Rattus norvegicus

ERG27 Yarrowia lipolytica

ERG27 Candida albicans
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Fig. 2. Phylogenetic relationship of the enzyme for the reaction 1.1.1.270 in Chlamydomonas (191061) to annotated sequences from other
species.



196411 Chlamydomonas reinhardtii
CP51 Sorghum bicolor.
CP51 Dictyosteliumdiscoideum
B2ZWE1 Aphanomyces euteiches
CP51 Mycobacterium bovis
CP51 Mycobacterium tuberculosis
CP51 Mycobacterium vanbaalenii
A0R4K2 Mycobacterium smegmatis
Q0S7M9 Rhodococcus sp.
A0QAP6 Mycobacterium avium
Q603T8 Methylococcus capsulatus
A4FGM4 Saccharopolyspora erythraea
B2IWR6 Nostoc punctiforme
Q0SC57 Rhodococcus sp.
Q229I8 Tetrahymena thermophila
A2TEF2 Leishmania infantum
A4H6N4 Leishmania braziliensis
Q4QGX0 =Leishmania major
Q385E8 Trypanosoma brucei
Q5I4E1 Trypanosoma cruz
Q7Z1V0 Trypanosoma cruz
CP51A Bos taurus
CP51A Sus scrofa
CP51A Homo sapiens.
CP51A Pongo abelii
CP51A Rattus norvegicus
CP51 Cunninghamella elegans
CP51 Ustilago maydis.
Q09GQ2 Cryptococcus neoformans
Q6U7Q8 Cryptococcus neoformans
CP51 Penicillium italicum
CP51 Uncinula necator
CP51 Schizosaccharomyces pombe
CP51 Ashbya gossypii
CP51 Candida albicans
Q09GR3 Candida albicans
CP51 Candida tropical
CP51 Candida glabrata
CP51 Saccharomyces cerevisiae
A9YUC7 Issatchenkia orientalis
A9YUE1 Issatchenkia orientalis
Q09GQ6 Issatchenkia orientalis
Q874Q6 Issatchenkia orientalis
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Fig. 3. Phylogenetic relationship of the enzyme for the reaction 1.14.13.70 in Chlamydomonas (196411) to annotated sequences from other
species.

142288 Chlamydomanas reinhardtii

Q9VYA2 Drosophila melanogaster

Q9VYD2 Drosophila melanogaster

ERG25 Candida albicans

ERG25 Saccharomyces cerevisiae

ERG25 Schizosaccharomyces pombe

ERG25 Danio rerio

ERG25 Gallus gallus

ERG25 Mus musculus

ERG25 Rattus norvegicus

ERG25 Macaca fascicularis
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Fig. 4. Phylogenetic relationship of the enzyme for the reaction 1.14.13.72 in Chlamydomonas (142288) to annotated sequences from other
species.



196516 ERG4 ERG24 Chlamydomonas reinhardtii
ERG24 Ascobolus immersus
ERG24 Fusarium solani
ERG24 Neurospora crassa
ERG24 Septoria lycopersici
ERG24 Bos taurus
ERG24 Homo sapiens
ERG24 Mus musculus
ERG24 Arabidopsis thaliana
ERG24 Dictyostelium discoideum
ERG4 Saccharomyces cerevisiae
STS1 Schizosaccharomyces pombe
A4HLA8 Leishmania braziliensis
A4I8T4 Leishmania infantum
Q4Q4D7 Leishmania infantum
Q4DIV5 Trypanosoma cruzi
Q4DR82 Trypanosoma cruzi
ERG24 Saccharomyces cerevisiae
ERG24 Schizosaccharomyces pombe
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Fig. 5. Phylogenetic relationship of the enzyme for the reaction 1.3.1.70 or 1.3.1.71 in Chlamydomonas (196516) to annotated sequences from
other species.

160258 Chlamydomonas reinhardtii
AT1G20050 C−8.7 Arabidopsis thaliana
A7XY75 C−8.7 Solanum tuberosum
Os01g0103600EBP C−8.7 Oryza sativa
A3RD20 C−8.7 Hordeum vulgare
EBP C−8.7 Mus Musculus
EBP C−8.7 Homo sapiens
EBP C−8.7 Rattus norvegicus
EBP C−8.7 Cavia porcellus
AFUA 3G00810 C−8.7 Aspergillus fumigatus
An02g05150 C−8 Aspergillus niger
NCU03752 C−8.7 Neurospora crassa
EBP C−8.7 Dictyostelium discoideum
v1g239974 C−8.7−Nematostella vectensis
Mvan C−8 Mycobacterium vanbaalenii
A4T765 C−8 Mycobacterium gilvum
Mflv 1762 C−8 Mycobacterium gilvum
A4I4S3 C−8 Leishmania infantum
Q4FXI8 C−8 Leishmania major
Q4E3K4 C−8 Trypanosoma cruzi
Q53E71 C−8 Trypanosoma cruzi
Q582S0 C−8 Trypanosoma brucei
ERG2 C−8 Schizosaccharomyces pombe
A6QUU4 Ajellomyces capsulata
A3LX84 C−8 Pichia stipitis
Q6BSC9 .Debaryomyces hansenii
A5DN45 Pichia guilliermondii
A5DVH8 C−8 Lodderomyces elongisporus
A5E1S0 C−8 Lodderomyces elongisporus
ERG2 C−8 Saccharomyces cerevisiae
A6ZMR4 C−8 Saccharomyces cerevisiae
B3LM90 C−8 Saccharomyces cerevisiae
ERG2 C−8 Ustilago maydis
Q5KMZ5 C−8 Cryptococcus neoformans
ERG2 C−8 Magnaporthe grisea
ERG2 C−8 Neurospora crassa
A6RR62 C−8 Botryotinia fuckeliana
A7EN39 C−8 Sclerotinia sclerotiorum
Q0CRC8 C−8 Aspergillus terreus
Q2UK94 C−8 Aspergillus oryzae
A1CRJ1 C−8 Aspergillus clavatus
A1D4F2 C−8 Neosartorya fischeri
B0XNQ0 C−8 Aspergillusfumigatus
Q4WJU9 C−8 Aspergillus fumigatus
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Fig. 6. Phylogenetic relationship of the enzyme for the reaction 5.3.3.5 or C-8-isomerase in Chlamydomonas (160258) to annotated sequences
from other species.


