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Supplemental Figure Legends

Figure S1. Amino acid sequence of the F subunit with a survey of the short- and medium-
range NOE connectivities, which were used to establish the sequence-specific 'H NMR

assignment and to identify elements of regular secondary structure.

Figure S2. 2D 'H-'"N HSQC of F subunit with different peak shapes and intensities are
indicating chemical exchange phenomena. The unlabelled peaks are single sharp
resonances having line-width of about 25-30 Hz. The peaks marked in single letter amino
acid residue with asterisks indicate residues undergoing chemical exchange. The peaks
marked in single letter amino acid residue with subscripts a and b indicate multiple peaks
for the same residue. For example, A35, K101, and V45 have multiple peaks and are

marked with subscripts a and b.

Figure S3. 1D projection of representative 'H-""N HSQC peaks of F subunit are plotted in
the same Hz/pt scale. The column 1 shows single sharp peaks, column 2 single peak with
exchange broadening and column 3 shows two or more peaks for the same residue. The

residue along with the sequence number is marked in the left side of the peak.

Figure S4: Bar diagram showing intensities of the HSQC cross peaks as a function of
residue position of the F subunit. Intensities were measured using SPARKY. Intensity of
peaks could not be obtained for residues because of signal overlap are no assignments

were made.



Figure S5: Schematic representation of the secondary structure of subunit F is shown.
Dotted lines indicate interstrand hydrogen bonds and solid lines indicate long-range 'H-'H

distances in 4 parallel B-strands of the F subunit.
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Figure S2
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Figure S3
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Figure S4
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Figure S5

P '; - L]
H O H H 0 H H 0
L3 C- (I ‘ld WE) g C I!J GV {
R N e —g
N- terrmrml—u»’“"j “f-/ ‘ll\” A4S - | - %f’ tl T Helix (a 1)
B1n H 0 H o I6 ¢ H
ALY 5 ~ .-"\ s, 7

N I'” P P A\
Helix (o 2y—"g - N S mso T ¢
H ) H v H; O H

By m H 0 H
Helix (a 3)—5% I V75 |l | | L77
C AN O O N O
' Rl '\-\.c,-— (‘ - "‘-\.Nr' .‘(._. .‘(-/ *"7.«‘_1‘ = -
L V74 . VAT6 — C-terminal
8] H H O H



