Suppl. Figure 1. Calcium alginate patch placed approximately below the armpit for sweat collection.
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Suppl. Figure 2. Characterization of sweat EVs in total, EV enriched and patch with ExoView platform.

(A) Representative images of individual slots on the chips. Colored dots represent single vesicles captured by
CD63 antibodies anchored on corresponding slot. Dot's color depends on the fluorescently labelled detection
antibodies (red for CD63, green for CD81, and blue for CD9). (B) Numbers of total, CD63-positive,
CD81-positive and CD9-positive EVs captured on ExoVlew chip carrying CD9 antibody.

(C)Numbers of total, CD63-positive, CD81-positive and CD9-positive EVs captured on ExoVlew chip carrying

CDS81 antibodv
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Suppl. Figure 3. (A) EV size distributions for total, EV enriched and patch sweat (ExoView analysis).
(B) Characterization of EV enriched sweat samples from three volunteers with ExoView
platform. See description for Figure 2B.
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Suppl. Figure 4. Image of uncropped blot used for Figure 2. Western blot with anti-CD63 antibody (upper
panel) and total protein stain of the same membrane (Azure Biosystems) (lower panel). M — marker
(PageRuler Prestained Protein Ladder, Thermo Fisher, 26616). Neg — Negative control (PBS after washing of
glove and processed the same as sweat sample), Tot — total, EV — EV enriched sample.
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Suppl. Figure 5. Functional classification of sweat EV proteins by Gene Ontology (GO) annotations for
biological processes for total (A), EV enriched (B) and patch (C) sweat. Only pathways showing at least
10-fold enrichment in PANTHER Overrepresentation Test (http://www.geneontology.org/) were used.
Scatterplots were generated by a Web server REVIGO (http://revigo.irb.hr/). Bubble color indicates the
Log10 p-value; bubble size indicates the log size of each group.
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Suppl. Figure 6. Functional classification of sweat EV proteins by Gene Ontology (GO) annotations for
cellular components for total (A), EV enriched (B) and patch (C) sweat. Only pathways showing at least
10-fold enrichment in PANTHER Overrepresentation Test (http://www.geneontology.org/) were used.
Scatterplots were generated by a Web server REVIGO (http://revigo.irb.hr/). Bubble color indicates the
Log10 p-value; bubble size indicates the log size of each group.
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Suppl. Figure 7. Functional classification of sweat EV proteins by Gene Ontology (GO) annotations for
molecular function for patch samples. Only pathways showing at least 10 fold enrichment in PANTHER
Overrepresentation Test (http://www.geneontology.org/) were used. Scatterplots were generated by a Web
server REVIGO (http://revigo.irb.hr/). Bubble color indicates the Log10 p-value; bubble size indicates the
log size of each group.
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Suppl. Figure 8. (A) Comparison of proteins found in all EV-enriched sweat samples and bound by skin
patches with ExoCarta data for human biofluids' and keratinocytes' Evs (http://www.exocarta.org).

(B) Venn diagram comparing patch-bound sweat EV proteins identified in our study with skin washes
("skin secretome”), dermal interstitial fluid ("Dermal ISF”) (only proteins significantly higher expressed in
ISF compared to plasma are analyzed), and blood EVs (only proteins significantly indued in plasma by
exercise are analyzed) ("Blood exercise”) [45—47]. Actual protein lists used for comparisons are given in
Suppl. Table 5.
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Suppl. Figure 9. Analysis of EV proteins glycosylation using lectin microarray. The mean intensities of bound
label from 4 parallel arrays are shown after background subtraction. Three sweat EV samples listed to the
right were analyzed.
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Suppl. Figure 10. Heatmaps showing
distribution of EV proteins by different
bacterial phylae (A) and genera (B).
Data from all individual samples was
combined for the analysis.
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Suppl. Table 3. All molecular classes identified in samples and statistical analysis results.
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Table 7. The full list of lectins assayed and their sugar specificities.
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Supplementary Tables.

Suppl. Table 1. PEAKS search results for UniProt SWISS-PROT and TrEMBL sequence databases.

Suppl. Table 2. List of all human proteins identified in total, EVs enriched and patch sweat samples.

Suppl. Table 3. List of all molecular classes (with GO annotations) identified in total, EVs enriched
and patch sweat samples, and statistical analysis results.

Suppl. Table 4. All GO pathways (“biological processes”, “cellular components”, “molecular
function”) identified in sweat samples, and data of overrepresentation analysis.

Suppl. Table 5. Protein lists used in comparisons shown in Figure 4A, B, D [35,37,47—-49].

Suppl. Table 6. Comparison of “core” EV proteins with previously reported EV markers from human
biofluids and keratinocytes (http://www.exocarta.org).

Suppl. Table 7. The full list of lectins assayed and their sugar specificities.

Suppl. Table 8. List of all bacterial proteins identified in total, EVs enriched and patch sweat
samples.

Suppl. Table 9. Distribution of bacterial proteins identified in individual samples by phylae.
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