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Figure S-1. Thompson et al.
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Figure S-2. Thompson et al.
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Figure S-3. Thompson et al.
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Figure S-4. Thompson et al.
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Figure S-5. Thompson et al.
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Figure S-7. Thompson et al.
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Supplemental Figure Legends

Figure S-1. Arg frequency in canonical proteomes. Proteins from each organism were ana-
lyzed for Arg frequency in the first 11 amino acids of the canonical amino acid of each protein.
Frequencies are reported as the number of proteins containing one Arg or more in the first 11

amino acids out of the total number of proteins for the respective organism.

Figure S-2. Comparison and analysis of M. tb H37Rv N-terminally acetylated proteins iden-
tified within the Kelkar et al data set (2011). a. Comparison of N-terminally acetylated protein
IDs generated in this study as compared to the Kelkar et al. study *. b. Average N-terminal motif
of N-terminally acetylated proteins at P2’ in the Kelkar study c. Visualization of the average N-
terminal motif of combined data sets using the N-terminal analysis method in IceLogo *. Heatmaps
(right) for each population are representative of significant amino acids (p <0.05). Green denotes
enrichment and red denotes underrepresentation of amino acids at the designated polypeptide

position.

Figure S-3. Functional characterization of M. marinum N-terminally acetylated proteins. a.
Mycobrowser was used to identify the functional categories of the N-terminally acetylated proteins

identified in M. marinum.

Figure S-4. IceLogo analysis of N-terminally acetylated protein populations for M. marinum
reveal distinct N-terminal motifs for acetylation. Peptides identified as N-terminally acetylated
were analyzed against the canonical M. marinum proteome by IceLogo *. a. 88 N-terminally acet-
ylated peptides with intact iMet and b. 272 N-terminally acetylated peptides with cleaved iMet
were analyzed by IceLogo using the N-terminal analysis method. Heatmaps (right) for each pop-
ulation are representative of significant amino acids (p <0.05). Green denotes enrichment and red

denotes underrepresentation of amino acids at the designated polypeptide position.



Figure S-5. IceLogo analysis of non-acetylated protein populations for M. th. Peptides re-
covered with exogenous acetylation at the protein N-terminus were analyzed against the canoni-
cal proteome of M. tb by IceLogo . a. 79 exogenously acetylated peptides with intact iMet and b.
303 exogenously acetylated peptides with cleaved iMet were analyzed by IceLogo using the N-
terminal analysis method. Heatmaps (right) for each population are representative of significant
amino acids (p <0.05). Green denotes enrichment and red denotes underrepresentation of amino

acids at the designated polypeptide position.

Figure S-6. IceLogo analysis of non-acetylated protein populations for M. marinum. Pep-
tides recovered with exogenous acetylation at the protein N-termini were analyzed against ca-
nonical protein N-terminus of the M. marinum proteome. a. 163 exogenously acetylated peptides
with intact iMet and b. 537 exogenously acetylated peptides with cleaved iMet were analyzed by
IceLogo * using the N-terminal analysis method. Heatmaps (right) for each population are repre-
sentative of significant amino acids (p <0.05). Green denotes enrichment and red denotes un-

derrepresentation of amino acids at the designated polypeptide position.

Figure S-7. IceLogo analysis of non-canonical acetylated protein populations for M. tb.
Peptides identified with N-terminal acetylation at non-canonical N-termini were screened against
trypsin and GIuC N-terminal cleavages. 186 peptides were analyzed by IceLogo using the random
analysis method. Heatmap (right) are representative of significant enrichment or depletion of
amino acids (p <0.05). Green denotes enrichment and red denotes underrepresentation of amino

acids at designated polypeptide position.



Supplemental Methods

For the Supplemental Figures 2-5, BioCyc, a collection of pathway and genome databases, was
used to identify the H37Rv orthologs for M. tb Erdman (biocyc.org). Mycobrowser [?, http://myco-
browser.epfl.ch/marinolist.html] was used to identify the H37Rv orthologs for M. marinum. Myco-
browser was also used to assign functional categories for N-terminally acetylated proteins of M.
tuberculosis H37Rv and M. marinum M. The functional categories are fully described in Cole et

als.
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