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Additional File 6 Overview of number of putative orthologs/paralogs 
metabolic pathways and for selected enzymes, a barchart representing the number of putative orthologs/paralogs in all examined 
genomes. The number of putative orthologs is based on BLAST similarities to the genome of A. niger ATCC 1015. Putative orthologs/
paralogs in A. niger ATCC 1015 was based on sequence similarities to annotated metabolic genes.

A.
 fl

av
us

A.
 o

ry
za

e
A.

 te
rre

us
A.

 a
cu

le
at

us
A.

 b
ra

si
lie

ns
is

A.
 c

ar
bo

na
riu

s
A.

 n
ig

er
 C

BS
 5

13
.8

8
A.

 n
ig

er
 A

TC
C

 1
01

5
A.

 lu
ch

ue
ns

is
A.

 tu
bi

ng
en

si
s

A.
 n

id
ul

an
s

A.
 s

yd
ow

ii
A.

 v
er

si
co

lo
r

A.
 c

la
va

tu
s

A.
 fu

m
ig

at
us

 A
f2

93
A.

 fu
m

ig
at

us
 A

11
63

A.
 fi

sc
he

ria
nu

s
A.

 w
en

tii
A.

 g
la

uc
us

A.
 z

on
at

us
A.

 fo
et

id
us

P.
 c

hr
ys

og
en

um

Legend

Substrates Intermediates

0.
0

0.
5

1.
0


