
Supplementary Figure 1. Immunohistochemical detection of MyHC fast and MyHC slow in Rpt3+/+ and Rpt3-/- mice of the tibialis 
anterior muscles revealed the muscles contained predominantly MyHC fast fibers. Bar: 50 μm.
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Supplementary Figure 2. The proteolytic subunits in the 20S catalytic core: PSMB5 with chymotrypsin-like activity; and PSMB7 
with trypsin-like activity. All of the constitutive proteolytic subunits PSMB5, 7 showed increase expression at the mRNA level in 
Rpt3-/- mice at the age of 6 weeks. RNA was extracted from the tibialis anterior muscles, and quantitative PCR analysis was performed 
in triplicates using specific primers (Supplementary Table 1). Data were normalized to the GAPDH content and expressed as fold 
increase over levels of Rpt3+/+ mice. Student’s t-test, * p<0.05 (n=5).
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Supplementary Table 1. Primers for quantitative PCR used in Figure 5B, 5E, 6B and Supplementary Figure 2.

UCHL1-F376 CCCGAAGATAGAGCCAAGTG UCHL1-R530 CCATCGAGCTCGTACAGATG

Gdf15-F643 CTTGAAGACTTGGGCTGGAG Gdf15-R838 TAAGAACCACCGGGGTGTAG

CathepsinS-F509 TCAGTGCTCAGAACCTGGTG CathepsinS-R664 ACTTTTCATCCGTGGCTTTG

FBXO32(Atrogin-1)-F531   ATGCACACTGGTGCAGAGAG FBXO32(Atrogin-1)-R698  TGTAAGCACACAGGCAGGTC

Fbxo2-F522   CTCCTCCTTCGAGTGGTGTC Fbxo2-R693 CCTGTCCTGTAGCGAACTCC

PSMB9-F412 ATGCTAATTCGACAGCCCTTTA PSMB9-R596 GTGATGGTGACCAGGTAGATGA

Pomp-F90 TCTCCGGAAAGGGTTTTCTT Pomp-R326 TCGTTGCCCCTCAAAATATC

PSME2-F305 CCTTGCTCGCTTTGGTTAAG PSME2-R540 CTTGGAAGCCTTGGCTACAG

PSMB5-F160 ATCGAAATGCTTCACGGAAC PSMB5-R395 CGTTCCTTATTGCGAAGCTC

Fgf9-F364 GGGGAGCTGTATGGATCAGA Fgf9-R589   CTTTGTCAGGGTCCACTGGT

Sdc4-F262  AACCACATCCCTGAGAATGC Sdc4-R491   AGGAAAACGGCAAAGAGGAT

PSMB4-F260 TTATGCGAGTCAACGACAGC PSMB4-R494 CTTTCTCCGTCAGCATAGCC

PSMD4-F595 CTTGGTGCCAGTGACTTTGA PSMD4-R749 GTAGCAATTCCAGCCTCAGC

PSMD5-F306 CACTCTGTCGCAGATTGGAA PSMD5-R474 GCCAGCCTGGGTTAGTGATA

Vcpip1-F2344 GATGGACGGCAGTCTATGGT Vcpip1-R2580 AGTGGATGGACCACCTTCTG

PSMB2-F314 CTGGCTATGACGAGCATGAA PSMB2-R503 TGGAGCTCCTCCAGACACTT

PSMD3-F782 ACCAGGCTGAGAAGCTGGTA PSMD3-R954 AACAGCTGTGTGCTGTGGAG

PSMD11-F343 GAATGGGCCAAATCAGAGAA PSMD11-R502 CCACCAAAAGGGCTTTATCA

PSMA2-F342 AGCCTCTGTGATGCAGGAGT PSMA2-R520 GGAAAGTTTTCCCGTTCACA

PSMD13-F815 TCCAGCTGTTGTGCCTTATG PSMD13-R1052 TCCTTCATCCCCTTGATCTG

PSMB6-F193  GACAAGCTGACCCCTATCCA PSMB6-R397 TGATGATTCCTGCCATCAGA

PSMC5-F391 GTGGACCCTTTGGTGTCACT PSMC5-R599 GCCAACAATGTCTTCCCAGT

PSMC4-F463   ACCTCAGACCAGAAGCCAGA PSMC4-R693  CACCACACGGATAAATGCAG

Mstn-F716 CTGTAACCTTCCCAGGACCA Mstn-R912 TCTTTTGGGTGCGATAATCC

Mbnl1-F181  AAAGGTCGTTGCTCCAGAGA Mbnl1-R378  GCTTGGTGCAACTGAAAACA

MuRF1-F ACCTGCTGGTGGAAAACATC MuRF1-R CTTCGTGTTCCTTGCACATC

p62-F AGAATGTGGGGAGAGTGTG p62-R TCGTCTCCTCCTGAGCAGTT

GAPDH-F AACTTTGGCATTGTGGAAGG GAPDH-R CACATTGGGGGTAGGAACAC

PSMB7-F GTGTCGGTGTTTCAGCCAC PSMB7-R TCCGCTTCCAAGACAGCATTC
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Supplementary Table 2. Top 10 networks identified by ingenuity pathway analysis.Summary of top 10 networks identified by Ingenuity pathway analysis (IPA) software

Supplementary Table 3. KEGG Pathway analysis using the differentially expressed genes.

Journal of Cell Science | Supplementary Material


