Methods: Structural analysis was performed using the PSI-blast-based secondary structure PREDiction,
PSIPRED Protein Analysis Workbench [1]. FFPred 3 [2] feature of PSIPRED along with PredictProtein [3] and
InterPro [4] were used to perform predictions about protein function. Transmembrane domains were
predicted using the TMHMM 2.0 server [5] and MEMSTAT [6] module on PSIPRED. Signal peptide was
detected using SignalP 5.0 [7] and Phobius [8] and the hydrophobicity indices were calculated using ProtScale
[8]. DISULFIND [9] and DiANNA [10] were used to predict disulfide bonds. Glycosylation site predictions were
performed using GlycoMine [11], GlycoEP [12], and NetOGlyc [13,14]. CLUSTALW [15] was used to perform
multiple sequence alignments applying default parameters on the webserver and alignments were visualized
using BOXSHADE3.21 [16] and ESPript [17].
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