
 

Figure S1. Transmembrane structure prediction using TMHMM Server v.2.0. The 

amino acid sequences of HcGOB (NCBI accession numbers: HF967182.1) was 

analyzed to predict transmembrane structures using TMHMM Server v.2.0. There were 

no transmembrane domains was predicted in this protein structure. 

http://www.cbs.dtu.dk/services/TMHMM/. 



 

Figure S2. Signal peptide prediction. The amino acid sequences of HcGOB (NCBI 

accession numbers: HF967182.1) was used to predict Signal peptides by SignalP 

4.1Server. There were no Signal peptides was predicted in this protein structure. 

http://www.cbs.dtu.dk/services/SignalP/. 

 

 

 

 

 

 

 

 



 

Figure S3. N-glycosylation site prediction. The amino acid sequences of HcGOB (NCBI 

accession numbers: HF967182.1) was used to predict N-glycosylation site by NetNGlyc 4.1 Server. 

The predicted results showed the presence of an N-glycosylation site in the protein structure. 

http://www.cbs.dtu.dk/services/NetNGlyc/#opennewwindow. 

 

 

 

 

 


