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Supplemental Figure 1. The peptide/proteome coverage at different processing volumes by two
different searching software tools.

Supplemental Figure 2. Boosting effects of “the match between runs (MBR)” on peptide and
protein identification.

Supplemental Figure 3. Venn diagrams showing the number of protein groups identified from
each of 3 biological replicates at different numbers of cells.

Supplemental Figure 4. Pairwise correlation of protein LFQ intensities between any two
replicates for different numbers of cells.

Supplemental Figure 5. Schematic diagram for dissociation of mouse colon tissues, the
locations of five crypt cell subpopulations, and their isolation by FACS.

Supplemental Figure 6. Volcano plots showing the proteome differences among different colon
crypt cell types.

Supplemental Table 1. Protein identification and LFQ quantification in 50-1000 MCF10A cells
using SOPs-MS.

Supplemental Table 2. Protein identification and LFQ quantification in colon crypt cell types
using SOPs-MS.

Supplemental Table 3. Comparison of SOPs-MS with existing nanoproteomics approaches for
analysis of small number of cells.
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Supplemental Figure 1
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Figure S1. The peptide/proteome coverage by two different searching software tools. (A) The
number of identified unique peptides using MaxQuant and MSFragger. (B) The number of
identified protein groups using MaxQuant and MSFragger. Red bar: MaxQuant; blue bar:
MSFragger. Data are shown as the mean value = SD. Note that the actual MS/MS spectra were
used for searching and that the same parameters including the false discovery rate (FDR) at both
the peptide and protein levels were used.
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Supplemental Figure 2
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Figure S2. Boosting effects of “the match between runs (MBR)” on peptide and protein
identification. The percentage increased by MBR for the number of peptides (A) and protein
groups (B) was plotted as a function of the number of cells.



Supplemental Figure 3
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Figure S3. Venn diagrams showing the number of protein groups identified from each of 3
biological replicates for (A) 100 MCF10A cells, (B) 200 MCF10A cells, (C) 500 MCF10A cells,
and (D) 1000 MCF10A cells.



Supplemental Figure 4
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Figure S4. Pairwise correlation of protein LFQ intensities between any two replicates for 100,
200, 500, and 1000 MCF10A cells with the Pearson correlation coefficients. Color scale
indicates the density of the data point (low to high in blue to red).
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Supplemental Figure 5
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Figure SS. Schematic diagram for dissociation of mouse colon tissues, the locations of five crypt
cell subpopulations, and their isolation by FACS. The table listed the number of FACS-sorted
cells for each subpopulation of mouse colon crypt cells.
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Supplemental Figure 6
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Figure S6. Volcano plots showing the proteome differences among different colon crypt cell
types. Horizontal dashed black line: p value = 0.01 as one cutoff to define statistical significance.
Vertical dashed bed and red line: fold change of 50% as another cutoff to define significantly
differential proteins.
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Supplemental Table 1. Protein identification and LFQ quantification in 50-1000 MCF10A cells
using SOPs-MS.
See Table Si.xlsx for details.

Supplemental Table 2. Protein identification and LFQ quantification in colon crypt cell types
using SOPs-MS.
See Table S2.xlsx for details.

Supplemental Table 3. Comparison of SOPs-MS with existing nanoproteomics approaches for

analysis of small number of cells.
See Table S3.xlsx for details.
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