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EDKITKDGVIGIGITATAFGAVGLIAGGIVAAMSRKK-==—=———
DKAMKKDGLVGMAIVGGMALGVAGLAGLIGLAVSKSKS ===———
DKAMKKDGLVGMAIVGGMALGVAGLAGLIGLAVSKSKS —===—-
YDAVTKEGYIGMVVVAGAVVSVAALVGWASKRLFSKRRP=——=—-
EQKIQTEGLKGAALVGAGLAAVAAAAGFLLROQRRP=-=====—==—
ENKITSQGLKGIALISAGIAIGATTIGLLIRGRRR-=—======—
EDKIQKETLKGVVVAGGVLAGAVAVASFFLRNKRR-=====———
EDKIQTETIKGLAMVTGAIVGIASIAGYYMRRRK-=-—==——=———
DDKITTEGLIGIGIAGGALAVGLGLIGALVRKNRK-====———-—
HEKVTQEGLIGIGIAGGALAVGVGILGALLRKKR-—===—===—-—
ENAVKRDGLVGIGMITGAVAVVGLIAGSVWKRSRR-=—===——=——
EDKLAKEGMIGIAIVGGVIAVGAAVLGAVLSQKKR-=-===————
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DDKVAKEGMLGVAIISGVALAAGLVGSALWRGMSRRR=-=====-
DDRVSREGMVGIAIVGGLALAAGVVGGLLFRGORR-=====—=——
DDKVSKEGLMGIAIVGGLALAAGIVGGLVFKGAAKRR-==———-
DERVSKEGLMGFAIVGGLALAAGLVGGMVFRGAKRR-=—===——
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Figure S1. Structural and sequence characteristics of the Fis1p TA. (A) The Fis1p TA is predicted to be a transmembrane helix.
The indicated amino acid sequence was tested using the TMHMM Server version 2.0 (Krogh et al. 2001), and individual amino
acid scores were plotted. The predicted MAD is indicated. (B) Glycines are abundant among Fis1p orthologs. Fis1 proteins
from the listed species (Uniprot access numbers listed) were aligned using Clustal Omega (Soding 2005). Glycines are colored
green, positively charged amino acids are colored purple, negatively charged amino acids are colored blue, and proteins are
colored red. A red bar over the alignment indicates the predicted MAD, and a black arrow denotes a potentially conserved
glycine. The region necessary and sufficient for Fis1p insertion is bracketed in pink.



