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Antibodies
Antibodies used

Supplementary Information/Source Data file as an Excel worksheet organized by figures and inside each figure sheet by panels and it includes raw data and full
statistic report. Transcriptomic data has been deposited in the Gene Expression Omnibus (GEO) database under accession code GSE194291 [https://
www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE194291] and GSE194292 [https://www.ncbi.nlm.nih.gov/geo/query/acc.cgi?acc=GSE194292]. The structural data
used in this study are available in the PDB protein data bank under accession code 1DKF [https://www.rcsb.org/structure/1dkf] and 3KMZ [https://www.rcsb.org/
structure/3KMZ].

The number of animals used per experiment was calculated through power analysis with the G*Power software (v.3.1.9.7, RRID:SCR_013726)
based on previous results for a significance of 0.05 and a statistical power of 0.8. For the studies involving cells in culture treatment groups
were attributed randomly between wells and plates to account for well or tube positioning effects. We determine number of experimental
repetitions to account for technical variability and changes in culture conditions based on our previous studies using those systems including
both studies showing up regulation and down regulation of CMA, increase and decrease of protein degradation and decrease of cell viability .
For examples of previous studies used to calculate number of experiments with cells see PMID: 32005807 ; PMID: 33854069; PMID:
33891876 ; PMID: 34876687. For molecular docking studies sample size was chosen based on previous experience with similar studies PMID
30718816 ; PMID: 33602934.

No mouse was excluded from the analysis unless there was technical reason, accident or the mouse was determined to be in very poor health
by the veterinarian, which did not occurred as part of this study. Technical reasons were predefined before the study and included
involuntary puncture of an abdominal organ by the syringe or inability to administer drug/vehicle because of anatomic abnormality or signs of
bulgy abdomen/ascytis. Accidents were also predefined before initiating the study and included severe bitting by another litermate. Technical
reasons or accidents did not require to eliminate any of the animals.

Every experiment was performed in at least 3 independent replicates. Experiments in cells in culture were performed on different days to
confirm reproducibility of the procedures. All independent replications were successful.

Animals were randomly attributed to each treatment group using the "SELECT BETWEEN RANGE" function in Microsoft Excel. For the studies
involving cells in culture treatment groups were attributed randomly between wells and plates to account for well or tube positioning effects

Investigators were blinded to the treatment during data collection and analysis for both in vivo and in vitro experiments and unblinding was
done when the analysis was completed for plotting and image composition of the figures.

Primary antibodies were from the following sources (dilution for use in immunoblot (IB) or immunofluorescence (IF) and clone
indicated in brackets): rabbit anti LC3B (1/1000 IB, MBL pm036), mouse anti $-actin (1/10000 IB, Sigma, A4700, clone AC-40),
chicken anti MAP2 (1/2000 IF, Biolegend, 822501), mouse anti GFAP (1/1000 IF, Millipore, MAB360, clone GA5), rabbit anti GFAP
(1/500 IF, DAKO, Z0334), mouse anti S100 (1/1000 IF, Abcam, ab7852, clone B32.1), goat anti Iba1 (1/100 IF, Abcam, ab5076), rabbit
anti RAR# (1/1000 IF and IB, Cell Signaling, 2554), mouse anti visual (rod) arrestin (1/200 IF, Santacruz Biotechnologies, C-3,
Sc-166383), rabbit anti Opsin R/G (1/1000 IF, Millipore, AB5405), rabbit anti transducin (1/200 IF, Santacruz Biotechnologies, sc-389),




