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Expanded View Figures

Figure EV1. Protein copy number and RNA levels (TPM) for all quantified genes.
The absolute copy numbers of proteins (blue) and the level of RNA (purple) measured as TPM are shown for all 55 genes across nine cell lines and 11 tissues. All values can be
found in Table EV3 and Table EV6.

© 2016 The Authors Molecular Systems Biology 12: 883 | 2016 EV1



Molecular Systems Biology

Figure EV1.

CRKL

MB

XIAP

Correlation of RNA and protein levels

SH3KBP1

DECR1

PIK3R1

RPSEKA3

MAP2K7

SELENBP1

SERPINB6

TERF2IP

PHLDB2

ALDH1A2

IQGAP1

—_——

SERPINB1

EV2  Molecular Systems Biology ~12: 8832016

Fredrik Edfors et al

© 2016 The Authors



Fredrik Edfors et al

Correlation of RNA and protein levels

AT . e B * i y=4.34-0.0003x
: . ;;— e e - I Ri=0.014
o | . =0, PR -val =0.1 .
= .t p-val = 0.006 w - P o1
= £
o
o
& =
S 2 c
= =
2 8.
- o~ — m 0 .
7 o | L .
. ' @
< - w
i . o :

Protein length (aa)

Extracellular exosome

T T T
1000 1500 500 1000

Protein length (aa)

ERBB?2 signaling pathway

T
1500

Mitochondrion

Figure EV2.

A The variat

Molecular Systems Biology

RNA-to-protein ratio and variation versus protein length.
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the samples follow independent normal distributions. An asymptotic
confidence interval is given based on Fisher’s Z-transform.
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Figure EV3.

RNA-to-protein ratios for proteins with different subcellular compartments.

The number of GO-annotated (UniProt, August 1, 2016) proteins in each compartment with a given RTP ratio is plotted (blue) with all other proteins not annotated to this

compartment (red). P-va
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lues are calculated using Student’s t-test.
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Protein copies per cell versus RNA levels (TPM) for all quantified genes in all cell lines and tissues.
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A, B The direct correlation between RNA (TPM, y-axis) and protein abundances (copy number, x-axis) for all quantified genes in all cell lines (A) and tissues (B). The
Spearman’s (p) and Pearson’s (r) correlations between the two values across the quantified genes are shown.
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Prediction of protein levels based on TPM levels as compared to the experimentally derived protein copy number for all quantified genes in all cell

A, B The gene-specific correlation between protein copy number (x-axis) and predicted protein copy number based on the RNA levels (RNA-based prediction, y-axis) i
all cell lines (A) and tissues (B). The Spearman’s (p) and Pearson’s (r) correlations between the two values across the quantified genes are shown.
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Figure EV6. Examples of quantitative peptide profiles using QPrEST for targeted proteomics.
All peptides were quantified by comparing the relative amount of light endogenous peptide (red) against the heavy standard peptide (blue). The relative amount was
thereafter normalized against the number of cells present in each biological replicate by accounting for the relative amount of histones present in each sample.
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