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Abbreviation Index 

C-HPP The chromosome-centric Human Proteome Project 
DTT Dithiothreitol 
FASP Filter aided sample preparation 
GO Gene ontology 
HCD High energy collisional dissociation 
HPLC High Performance Liquid chromatography 
LC Liquid chromatography 
MPs Missing proteins 
MRM Multiple reaction monitoring 
MS Mass spectrometry 
MS/MS Tandem mass spectrometry 
PTMs Post-translational modifications 
RNA-Seq RNA Sequencing 
ROCs Receiver operation characteristic curves 
SDS Sodium dodecyl sulfate 
SIL Stable isotopically labeled 
SIS Stable isotope-labeled standard 
XIC Extracted ion current 
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Figure S1. RNA-Seq profiling and analysis of missing proteins. (A) Venn diagram of testis 
and epididymis transcripts; (B) Comparison of RNA abundance distribution among the 
two tissues; (C) Comparison of missing proteins at the RNA expression level; (D) 
Enrichment compassion of missing proteins in our study and Nexprot. 

 


