
© Annals of Palliative Medicine. All rights reserved. https://dx.doi.org/10.21037/apm-21-3561

A

B

Figure S1 Bioinformatics analysis of significant differentially expressed proteins. (A) GO enrichment analysis of the significantly 
differentially expressed proteins, and classification of proteins according to their biological process and molecular function; (B) 107 
subcellular locations of differentially expressed proteins were calculated using Wolf sort and CELLO software. GO, Gene Ontology.
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