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Chromatin Immunoprecipitation

mmBMALI1-500 F | AAGGATGCCCCTTAACTCGT

mm BMALI1-500 R | GTGGGAAGGTGTGGCTAAGA

mRNA

GAPDH-F AGAAGGCTGGGGCTCATTTG
GAPDH-R AGGGGCCATCCACAGTCTTC
BMALI-F CTCAGTCACAGGCAACTCCA
BMALI1-R TAGACAGGGTAGGGCAGAGG
CLOCK-F CTGGAGAGAGGAAACCCC
CLOCK-R TGCTTTTCTTTCACGGGAG
CRY1-F CAACAGGTGGCGATTTTTGC
CRY1-R CCGAATCACAAACAGACGAG
PERI-F AGAGTCCCAGACCAGGTGTC
PERI1-R GGAGGACGAAACAGGGAAGG
PER2-F CACACTTGCCTCCGAAATAACTC
PER2-R AGCGCACGGCTGTCTGA
NRI1DI1-F ACAAGCAACATTACCAAGCTGA




NR1DI1-R CACTCCATAGTGGAAGCCTGA

KDM6B-F AGGAGTCACTGCAGGAGGAGAG

KDM6B-R CTGCTGGGAGAGGTTCCTGTA

Table. S1 Primers
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Figure. S1 Purified SDSSD-APA peptide was measured using (a) High performance liquid
chromatography (HPLC) and (b) Mass spectrometry (MS).
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Figure. S2 ChIP-seq analysis results of H3K27me3 levels of WT BMDMs and KDM6B (Jmjd3) -/-
BMDMs!.
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Figure. S3 Statistical results of ALP staining and Alizarin Red staining in Figure. 4e.
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Figure. S4 MOI of BMAL1-overexpression lentivirus infection in BMDM:s.
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Figure. S5 (a) heatmap of differentially expressed genes. (b) GO analysis results of UP-regulated
genes. (c) GO analysis results of Down-regulated genes. (d) KEGG analysis results of UP-regulated

genes.
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