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C9DRU9_Mt GP.VPA LARSAELEVAL H YN NRF[E| ATJRARLARYRET
B7A531_Ta GP.LPP LIDLRQRAQAEYV| RF}LPKAE Y|LLENLLRARAT
D3PM16_Mr GP.VPA LAASAELEVAL HYMNNRF[E ALRARLARYRAET
D7BBS2_ Ms QE.PSP) MS/LAHQATEAT O YHE PRILR| ALYRQLLAWSEA
ES8PLC2_Ts GP.LPP L/DVRIQRAQAEV| RFILPKAQ W|I|T|E TLLRARAT
F2NL67_Mh DESALP) LID|LAN[QAERAYV| RYJAE PKRIR| HIL|YALMVR[ANV VE|
F6DDN4 TS GP.LPP) VIEVR/QRAQAEV] RLIAQPRV[E] WLLESLLRARAL
G8NAP6_TC GP.LPP VIDVRIQRAEAEYV RFILPKAQ WV|LIE TLLRARAL
H7GEYO TR GP.LPP) VIEVRIQRAQAEV] RLIAQPRV[E WLLIE SLLRARAAL
K7R7TE1l_To GP.LPP LIE[IRQRAQAEV| RVIAAPKAIQ WLLIE SLLRARAAL
Q5SMCO_TH GP.LPP) VEVR/QRAQAEV RLIQPRVE WLLIESLLRARAL

Supplemental Figure S1. Sequence alignment of the HHE regions of LonC
proteases from different species. Sequences of the HHEs of LonC proteins from
Meiothermus taiwanensis (Mt), Thermus aquaticus (Ta), Meiothermus rubber (Mr),
Meiothermus Silvanus (Ms), Thermus scotoductus (Ts), Marinithermus
hydrothermalis (Mh), Thermus thermophilus strain SG0.5JP17-16 (TS), Thermus sp.
CCB_US3 UF1 (TC), Thermus sp. RL (TR), Thermus oshimai (To), Thermus
thermophilus strain HB8 (TH), were aligned using T-coffee (Notredame et al., 2000).
The UniProtKB/TrEMBL accession numbers of the proteins are given in front of the
abbreviations for the organisms. The secondary structure of the HHE as defined by
the structure of MtaLonC-N is shown on top of the aligned sequences. Helical coils
and TTT denote a-helices and strict a-turns, respectively. Dashed lines indicate
the region where the electron density map is not interpretable. Strictly conserved
residues are colored in white characters on a red background. Conserved residues
defined based on their physico-chemical properties as higher than 70% are colored in
red on a white background and framed in blue boxes. The figure was created with
ESPript (Gouet et al., 1999).
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