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Description of Supplementary Figures and Tables

Figure S1. mpeg+ macrophages in 4 dpa and 14 dpa fin regenerates.

Figure S2. atp2b4 and atpl3al expression levels in prednisolone treated fin regenerates (QRT-PCR).
Figure S3. LysoTracker quantification in fin regenerates.

Table S1. List of 6,490 identified proteins.

Table S2. List of 303 proteins with significantly altered protein abundance during regeneration
(stringent filter).

Table S3. List of 103 proteins with significantly altered protein abundance in prednisolone treated fin
regenerates.

Table S4. Gene ontology analysis (regeneration).

Table S5. Gene ontology analysis (prednisolone treatment).

Table S6. Term enrichment and clustering (WGCNA; regeneration).

Table S7. Term enrichment and clustering (WGCNA; prednisolone treatment).

Table S8. Comparison of identified proteins of this study with identified proteins of other label-free
LC-MS studies on homeostatic and regenerating fins [comparison with Kessels et al. (2014) [1], Singh
et al. (2011) [2], Rabinowitz et al. (2017) [3] and Saxena et al. (2012) [4]].
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Figure S1. Macrophage number is comparable in 4 dpa/DMSO and 4 dpa/prednisolone fin regenerates
in transgenic mpegl:mCherry zebrafish, while it differs at 14 dpa. Scale bars 100 um. n = 5.

Figure S2
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Figure S2. Mildly increased gene expression levels of ATPase subunits in 4 dpa prednisolone treated
fin regenerates. A. qRT-PCR on a#p2b4. B. qRT-PCR on atp/3al. Mean and SD (technical error).
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Figure S3. Quantification of LysoTracker staining in fin regenerates. A. Epidermis. n = 5, 5 sections
minimum per fish. B. mpeg/+ macrophages. n = 5, 3 rays per fish. C. osterix+ osteoblasts. n = 5, 4
sections minimum per fish. prednis. = prednisolone. Mean and SD. Student's t-test. * p<0.05 (0.0357).
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