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Figure S1. In-silico analysis of Salt specific interactome of NDL1. (A). In-silico expression analysis of SRPIN by eFP browser in different organs
and developmental stages of plant growth. (B). In-silico microarray analysis showing expression of SRPIN under salt stress. Values obtained
through ePF browser represent fold change in salt stress. Root and shoot in-silico microarray data of 15 day old seedlings of SRPIN after 150mM
NaCl treatment using electronic fluorescent pictograph (eFP) browser of TAIR.
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Figure S2. In-silico expression analysis of SRPIN in different development stages using GENEVESTIGATOR ( left to right: germinated seeds,
seedling, young rosette, developed rosette, bolting stage, young flower, developed flower, flower and siliques, mature siliques and senescence
(refer to Figure S1A for gene names).



