Grelet et al. Figure S1
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CLUSTAL multiple sequence alignment by MUSCLE (3.8)

Mouse PNUTS mRNA AGGTACTATCGCCGACTGCTGCCAAGCCCAGCCCTTTTGAAGGGAAAACAAGCACCGAGCAGAGCACAGCCAAACCTT CCTCCCCAGAGCCT GCACCACCTGCTGAGCCCATGGACACGGACCGCCC
Mouse PNUTS nCRNA AGGTACTATCGCCGACT GO — = = = == —= = = = o o o e e e e - ————— - GCCCATGGACACGGACCGCCC
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