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Figure S1. SDS PAGE of the purified recombinant SBP4.
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Figure S2. Bioinformatics prediction of the signal peptide.
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Figure S3. Domain and signal peptide identification by SMART.

TMHMM result

# XP_012767973.1 Length: 277

# XP_012767973.1 Number of predicted TMHs: @
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Figure S4. Transmembrane domain identification.



