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Figure S1. Plots of total, combined peptide (A) and protein (B) identifications from 

DISCO (blue), autoPOTS (red), and nanoPOTS (green) datasets using the iProphet 

(ProHits) integration function combining the outputs of Comet, Mascot, X!Tandem, 

MSGF+, and MSFragger. Error bars represent standard deviations from the analysis of 

three different cells in each study (n = 3). 
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Figure S2. Plots of PSM numbers (black markers, above), and tables of average and 

median PSM numbers (below) of proteins identified by Proteome Discoverer (A) and 

MSGF+ (B) from single U87 cells in the DISCO dataset, and single HeLa cells in the 

autoPOTS and nanoPOTS (FAIMS) datasets.
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Figure S3. Plot of percentages of proteins identified in replicates (n=3) of Hela digest 

dilutions containing 250 pg (orange), 500 pg (green), 1,000 pg (red) and 10,000 pg 

(blue) of total protein evaluated by HPLC-MS/MS (QE HFX) and searched by 

MaxQuant. Percentages are given for proteins identified in all three replicates (left), in 

two of the three replicates (middle), and only one of the three replicates (right).
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Table S1. Percentage distributions of protein numbers in each abundance rank in the 

AutoPOTS dataset (as shown in Figure 3A and 3C) by Comet, Mascot, X!Tandem, 

MSGF+, MSFragger, Proteome Discoverer, and MaxQuant.

Copy number range Comet Mascot X!Tandem MSGF+ MSFragger
Proteome 

Discoverer
MaxQuant

1 x 102 – 1 x 103 6% 6% 5% 5% 4% 4% 10%

1 x 103 – 1 x 104 10% 10% 8% 9% 8% 12% 16%

1 x 104 – 1 x 105 8% 7% 7% 8% 7% 10% 12%

1 x 105 – 1 x 106 12% 13% 13% 14% 14% 15% 13%

1 x 106 – 1 x 107 44% 40% 49% 49% 50% 45% 36%

1 x 107 – 1 x 108 21% 24% 19% 15% 17% 14% 14%

Matched protein 

number
160 157 199 247 229 264 210
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Table S2. Percentage distributions of protein numbers in each abundance rank in the 

nanoPOTS dataset (as shown in Figure 3B and 3D) by Comet, Mascot, X!Tandem, 

MSGF+, MSFragger, Proteome Discoverer, and MaxQuant.

Copy number range Comet Mascot X!Tandem MSGF+ MSFragger
Proteome 

Discoverer
MaxQuant

1 x 102 – 1 x 103 2% 1% 2% 2% 1% 2% 5%

1 x 103 – 1 x 104 4% 2% 4% 5% 3% 5% 8%

1 x 104 – 1 x 105 5% 2% 4% 5% 5% 6% 9%

1 x 105 – 1 x 106 31% 9% 24% 35% 26% 36% 23%

1 x 106 – 1 x 107 53% 68% 60% 49% 59% 47% 50%

1 x 107 – 1 x 108 5% 17% 6% 4% 6% 4% 5%

Matched protein 

number 1041 207 833 1215 887 1264 777


