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Supplemental Figure S1. Multiple alignment of primary sequences of NTRs from different sources
using ClustalW. Active site and the motifs in NADP- and FAD-binding domains are marked with
boxes. The region used for phylogenetic analysis is enclosed between arrows. Accession numbers
in NCBI protein database are: Os, Oryza sativa, Osl (NP_001047911), Os2 (EAY87270 ), Os3
(EAZ24372), Os4 (BAD33510), Os5 (NP_001057531), Os6 (EAZ00754), Os7 (EAZ36842), Os8
(NP_001060515); At, Arabidopsis thaliana, Atl (Q39242), At2 (NP_195271), At3 (1VDC), At4
(AAO42318), At5 (AA042318), At6 (CAA8B0656), At7 (AAL08250), At8 (NP_565954); Hv,



Hordeum vulgare, Hvl (EU314717), Hv2 (ABX09990), Hv3 (TC132362); Ta, Triticum aestivum
(CAD19162); Mt, Medicago truncatula, Mtl (ABH10138), Mt2 (ABH10139); Ol, Ostreococcus
lucimarinus (XP_001422184); Te, Thermosynechococcus elongates (NP_682714); Ns, Nostoc sp.
(NP_484780); Pm, Prochlorococcus marinus (NP_893267) ; Nc, Neurospora crassa (P51978); Pc,
Penicillium chrysogenum (P43496); Sc, Saccharomyces cerevisiae (P29509); Ec, Escherichia coli
(P09625); Yp, Yersinia pestis (NP_404967); Hi, Haemophilus influenzae (P43788).



