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Fig. 1. Diagrammatic representation of motifs in AtRCD1 as predicted by ELM. Blue boxes
showing position of motifs in the protein stretch.
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Fig. 2 . Diagrammatic representation of motifs in BnSRO1 as predicted by ELM. Blue boxes
showing position of motifs in the protein stretch.



Table 1. PROSITE Patterns detected in AtRCD1.

S.N PATTERN POSITI | PATTERN PATTERN ID
ON SEQUENCE

Protein kinase C phosphorylation site SRR PS00005
[ST].[RK] SGK PDOC00005

204 TPR

244 SRK

319 TKK

375 SAR

425 SPK

500 TTR

518 SHK

578 SIR
N -glycosylation site NRSG PS00001
N["P] [ST]["P] PDOC00001

5 -I.

Amidation site FGKK PS00009
.G[RK][RK] PDOC00009
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Fig. 3. Foldindex©. Graphical pattern of folded and unfolded regions in AtRCD1 protein
sequence.



