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Figure S1. RMSD values of the positions of the Co atoms versus time, of the homology model obtained.
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ALPLPPGTMGFPFEFGET LOMVLORREFLOMKRREYGF I YETHLFGREFTVEVHMGADNVRERI
+LP+PEG G P+ GETL L F + +++++G I+KT LFG+ + + GA E +
SLPIPPGDFGLEFWLGETLNF-LNDGDFGEFRQRQFGEIFKTIRLFGENVIFISGALANRFL

LLGEHRLVSVHWPASVRT ILGSGCLSNLHDS SHEQREEVIMRAFSREALECYVEVITEEV
E WE 5 R +LG L+ H+ R+E++ +AF L+ ¥+P + v
FTEEQETFOATWPLSTRILLGPFNALATOMGEIHRSREKILYQAFLPRTLDSYLEFMDGIV

GS5LEQWLSCGERGLLVY PEVERLMFRIAMRI LLGCEPQLAGDGDSEQQLVELAFEEMTRN

LEQW E ++ YP+++R+ F +& + +G + QL FE +
OGYLEQWGKANE——-VIWYPQLERMTFDVAATLFMGEE-————- VSQNPQLFEWFETYIQG
LESLPIDVEFSGLYRGMEARNLIAARIEQNIRAKTICGLEASEAGDGCEDALOLLIEHSHE
LFSLFI +F + + +&R L+ A +E+ I+A+ + +0AL +L+ +
LESLEPIFLEFNTLFGESQRARALLLAELEKITKAR—————— ROQPPSEEDALGILLAARDD

RGERLDMOQALKQSSTELLFGGHETTASAATSLITYLGLYPHVLOKVREELESEGLLCESH
+ L + LK LLF GHET SA& +5 LG + + ++VR+E L
NNQPLSLPELEDQILLLLFAGHETLT SALSSFCLLLGRHS DIRERVRQEQNEKLOL—————

QDNKLDME I LEQLEYIGCVIKETLRLNFEVEGGFRVALKT FELNGYQI PEGHNVIYSICD
+L E L+++ ¥+ V++E LEL PPV GGFRE ++ + G+ PEGWN VY I
-SQELTAET LEFMEY LDQVLOEVLRLI PEVGGGFRELIQDCQFQGFHFFEGHLVSYQISQ

THOVAEIFTHEEEFNFDRFMLPHPFEDASE———--FSFIPFGGGLESCVGEEFAKTLLETFT
TH +++ + E+F+B+RF B+ ++ F+ +PFGGGLE C+GEEFA++ +E+F
THADPDLYFDPEKFDFERFT-——-FDGSATHNPEPFAHVEFGGGLEECLGEEFARLEMELFA

VELARHCDWQLLNGFP-THMETSETVYFVDNL 486
L + DN LL G + +P+ P DHL
TELIQQFDWTLLEGQNLELVVIFSFRPEDNL 436

Figure S2. CYP26A1 (Query) and CYP120A1 (Template; “Sbjct”) sequence alignment.
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