Table S1. Full list of LC-MS/MS-identified exclusive peptides in dermis
samples used for structural mapping and fingerprinting.

Table S2. Full list of LC-MS/MS-identified exclusive peptides in
epidermis samples used for structural mapping and fingerprinting.

Table S3: Intragroup variation testing of dermal protein regions
Table S4: Intragroup variation testing of epidermal protein regions

Table S5. Full list of peptide location fingerprinted dermal protein
regions with significantly different peptide counts between forearm
and buttock

Table S6. Full list of peptide location fingerprinted epidermal protein
regions with significantly different peptide counts between forearm
and buttock

Table S7. Full list of enriched Reactome pathways ranked by
significance for epidermis and dermis photoageing biomarker
candidates.

Table S8. Full list of relatively quantified dermal proteins by peak ion
intensity ranked by significance.

Table S9. Full list of relatively quantified epidermal proteins by peak
ion intensity ranked by significance.

Table S10: Dermal protein biomarkers identified exclusively by
peptide location fingerprinting, relative protein quantification or by
both methodologies.



Table S11: Epidermal protein biomarkers identified exclusively by
peptide location fingerprinting, relative protein quantification or by
both methodologies.

Table S12: Full list of peptide fingerprinted tendon protein regions
with significantly different peptide counts between old and buttock



Figure S1. Representative histology images of biopsies to visually
showcase photoageing phenotype.
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Figure S2. Skin samples from photoexposed forearm were severely
photoaged compared to photoprotected buttock.
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Figure S3. Principal component analysis (PCA) with partitioning
around medoids clustering (red and green ellipses) of spectral count
data used for peptide location fingerprinting.
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Collagen VI alpha 3

Figure S4. Exemplary biomarkers exhibiting photoageing-specific

structural modifications - mean + standard devia
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Figure S5. Peptide location fingerprinting of conserved domains,
regions or repeats within exemplary biomarkers (Fig. 3).
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Figure S6. Collagens and their direct experimental interactors,
curated from Matrix DB.
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Figure S7. Proteoglycans, GAGs and their direct experimental
interactors, curated from Matrix DB.
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Figure S8. TRiC complex subunits (CCTs) and their direct experimental
interactors, curated from the IntAct database.
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Figure S9. Cornification proteins and their direct interactors,
experimentally derived using IntAct.
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Figure S10. Hemidesmosome assembly proteins and their direct
interactors, experimentally derived using IntAct.
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Figure S11. Ribosomal proteins and their direct interactors,
experimentally derived using IntAct.
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Figure S12. MS1 intensity identifies multiple proteins with significant
differences in relative abundance between matched photoaged
forearm and intrinsically-aged buttock skin.
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Figure S13. Principal component analysis (PCA) with partitioning
around medoids clustering (red and green ellipses) of peak ion
intensity data used for whole protein relative quantification.
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Figure S14. Protein classifications of proteins with significant
differences in relative abundance (PANTHER analysis).
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Figure S15. Full western blot membranes for TIMP3 and RPL36

validations.
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