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MOUSE GTGGATGAG-—--CTGTGTACTCTTGTTTCCAGAACAATGTAGC-CACCATTGCCGTCAATGTAAGCGAGGAAACAAAAGGCCCTTTGGGTGT

rat GTGGATGAG----CTGTGTACTCTTGTTTCCAGAACAATGCAGC-CACCATTGACGTCAATGAAAGTGAGGAAACAAAAGGCCCTTTGGGTGT

a human GTGGATGAGCTGTCTGTTTACTCTTGTTTCCAGAACAATGGAGCTCCCCATTGACGTCAATGGGAGGGAAGAAACAAAAGAGCCTTTGGGTGT
0J GTGGATGAGCTGTCTGTTTACTCTTGTTTCCAGAACAATGGAGCTTACCATTGACGTCAATGTACATGAAGGAACAAAAG-GCCTTTGGGTGT

MOUSEe TTCTTTCCTTTGTATCTCTGCACGGCAATTATGACCTT-ATTTCCTGAATCAACACTAACTAGCAACACGCAGTTTCAGAAACAAGAAAGG

rat TTCTTTCCTTTGTATCTCTGCACCGCACTCATGACCTT-ATTTCCTGAATCAACACAATCTGGCAACACGCGATTTCAAAAACAAGARAGG
hu l'g dN TTCTTTCTTTTGTACCTCCCCAGAGTAACAATGACTCT-ATTTCCTGAA-CCAA-——-AAATTGCAACACGTGGTCTCAAAAATAAGAAAGG
0J TTGTTTCTCCTGTACCTCCTCCTGGTGGAAAGGACCCTCATTTGCTGAATCCAA--—-CACTGCGACACGTGAGCTCAGAAAGAAGAAAGG




Figure S4: Identification of potential HSF binding sites in the mPer2 gene.

The sequence motifs GAANNTTC and TTCNNGA A within mPer2 gene and flanking sequences are
represented by black vertical bars. The exon-intron pattern of mPer2 pre-mRNA is depicted below the
map.

The alignment of two highly conserved regions (a and b on the upper map) is shown. The green boxes

correspond to the potential HSF binding sites.



