Supplementary Information

Figure S1. Ramachandran plot of a predicted AnCYPOR structure. The number of
residues in the plot starts from Thr64 of the AnCYPOR amino acid sequence.

PROCHECK
— — ASN 440
180 = | " Ta
| ~b
- b
VAL 193 L
[
—
—
~1
| ’_,
A
~
/ - e
% —_— n L A A s
c i )
~ | = N
&
| GLU 443
-
90 +— U o U ’_, _
—ALA 204 = ] .
l_, ’
A A
~ECYS 57 — ~]
-1357%Y8 | P
o | d
- ~b
= | 1
- = - -
T T T T U T
-180 -135 -90 -45 0 45 90 135 180
Phi (degrees)
Plot statistics
Residues in most favoured regions [A,B,L] 458 84.3%
Residues in additional allowed regions [a,b,l,p] 79 14.5%
Residues in generously allowed regions [~a,~b,~1,~p] 3 0.6%
Residues in disallowed regions 3 0.6%
Number of non-glycine and non-proline residues -5-;3 1(-)-(;(-):’/0
Number of end-residues (excl. Gly and Pro) 19
Number of glycine residues (shown as triangles) 41
Number of proline residues 30
Total number of residues -6;-3

Based on an analysis of 118 structures of resolution of at least 2.0 Angstroms
and R-factor no greater than 20%, a good quality model would be expected
to have over 90% in the most favoured regions.

Figure S2. Sequence alignment of NADPH-cytochrome P450 oxidoreductases from
various organisms. Amino acid sequences from CYPOR homologs of human
(NCBI NP _000932.3), rat (NP_113764.1), fruit fly (D. melanogaster, NP_477158.1), and
An. gambiae (AAO24765.1) were aligned with An. minimus CYPOR (ABL75156.1) and
displayed by ClustalW. The residue numbers of the sequences are shown. Identical amino
acids are represented as dashes. The regions previously reported as the binding sites of the
coenzymes are boxed.
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