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Supplementary tables (in Excel tables)
Table S1. A compiled list of marker proteins in the present study
Table S2.1. The primary and secondary annotation for marker proteins 
Table S2.2. A secondary annotation for marker proteins 
Table S3.1. The classification threshold used for clusters and neighborhoods 
Table S3.2. The classification probability and results at clusters and neighborhoods
Table S4.1. The classification accuracy of marker proteins at the cluster level
Table S4.2. The classification accuracy of marker proteins at the neighborhood level
Table S5.1. An analysis of domain enrichment 
Table S5.2. An enrichment analysis for Pfam protein domains
Table S5.3 CD-HIT analysis for protein domains
Table S6. A list of antibodies used for Western blot

Supplementary figures
Fig S1. Quality control. (A). Western blotting for protein markers against the organelle. KO, VPS35-Knockout. ER, endoplasmic reticulum; PM, plasma membrane; LY, lysosome; and Mito, mitochondria; (B). The overlap of proteins identified in triplicate; (C). Principle component analysis for proteins identified in six membrane-bound organelles in triplicate; and (D). A heat map of the quantified proteins by mass spectrometry from six membrane-bound organelles showed that each organelle has a specific protein expression profile.
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Fig S2. Marker selection and classification. (A). A heat map showed that the isolated organelle may contain proteins from other organelles; (B). A procedure for selecting marker proteins. PCC: Pearson correlation coefficient; min: minimal; (C). The correlation between the selected marker proteins in both the parental and VPS35-KO SK-Hep1. The marker proteins were expressed in both cells; and (D). The determination of the cluster number by the Bayesian Information Criteria (BIC). The red line showed the number of clusters used (n=18).
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Fig S3. Localization of proteins with signal or transit peptide based on localization network. Enriched locations (p < 0.05) are indicated.
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Fig S4. Examples for well-known compartment markers. (A). Global positioning map for five well-known compartment markers; (B). The classification probability at the cluster level for five well-known compartment markers; and (C). The classification probability at the neighborhood level for five well-known compartment markers. 
[image: ]
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