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a GSESGDNVRS SAGAVRDAGG AFGKREQAEE ERYFRARAKE QLAALKKHHE NEISHHAKEI ERLQKEIERH KQSIKKLKQS EDDD
b GSDQSENVDR GAGSIREAGG AFGKREQAEE ERYFRAQSRE QLAALKKHHE EEIVHHKKEI ERLQKEIERH KQKIKMLKH- -DDR
c VSDSSDSMDT GAGSIREAGG AFGKREKAEE DRYFREKTKE QLAALRKHHE DEIDHHSKEI ERLQKQIERH KKKIQQLKNN -H--
d -SEGSTGTPR GSG----SED SFVKRERATE DFFVRQREKE QLRHLK---- EQLEKQRKKI DSLENKIDSM TK-------- ----


a : Bos taurus 
b : Homo sapiens
c : Mus musculus
d : Saccharomyces cerevisiae


S3 Fig. Sequence of inhibitory peptides IF1 from different species. 

The partial sequence from Bos taurus written in bold (a) is sufficient for fully preserving the inhibitory effect of IF1 and its high affinity for F1-ATPase [1]. The peptide with the partial sequence from Saccharomyces cerevisiae in bold (d) inhibits F0F1 ATPase activity of murine tissue homogenates with the same efficiency as the full peptide (this work). Replacement of the underlined residue (F28) by a tryptophan increased the peptide absorbance at 280 nm and facilitated its purification when overexpressed in E. coli. This mutation did not alter its inhibitory properties [2].
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