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Figure S1 Multiple sequence alignment of the NM-domain of TRAP1 (mitochondria), HtpG

(eubacteria), Hsp90 (human/yeast cytosolic), and Grp94 (endoplasmic reticulum) from Homo sapiens

(Hs),

Danio rerio (Dr), Escherichia coli (Ec), and Saccharomyces cerevisiae (Sc) (UniProt ID:

Q12931, ABWFV1, POA6Z3, P14625, P07900, P02829). Residues conserved across sequences of
representative members are highlighted in green and those similar in yellow. Residues not found in

the mature protein are shown in lowercase letters. Secondary structure elements are shown as blue

cylinders (a-helix) or orange arrows (B-strand), and those belonging to the N- and M-domain,
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respectively, are coloured in different hues. The N-strap, ATP-lid, charged linker, M-domain loops,

and motifs | to V are marked.
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Figure S2 Sequences of TRAPL peptides recognized by Mortalin (left) or cytosolic Hsp70 (right)
are shown together with their corresponding binding spots on each membrane. Mortalin-specific

binding peptides are boxed in green (Motif G) or magenta (Motif L)



