Lopez-Ochoa et al.

LEGENDS FOR SUPPLEMENTARY FIGURES

FIG. S1. Sequence Alignment of Motif 24 peptides. Peptides containing Motif 24 were classified
as interfering or non-interfering, and each class was aligned using Vector NTI-AlignX. Color
coding of amino acid similarities from Vector NTI-AlignX is: black on white - non-similar
residues, blue on cyan - a consensus residue derived from a block of similar residues; black on
green - a consensus residue derived from the occurrence of greater than 50% of a single residue;
red on yellow - a consensus derived from a completely conserved residue, green on white - a

residue weakly similar to a consensus residue at a given position.

FIG. S2. Sequence alignments of selected motifs. Motifs 1, 4, 20, 25 and 27 consist primarily of
interfering peptides (in red). Motif 28 includes mostly noninterfering peptides (in blue). See

Figure S1 for description of the consensus color code.
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Motif 24 %Cx LCxL

Non-interfering

Interfering
N-22 CRTRGCGCHLCRMLSQFTGG
N-27 RDPQLGQVAQTWGCRLCLLE
N-147 GRGGCMLCDVDGSSAWLHTEGRLTGPITSQQCLSFQYLGNGEFIDG
N-59  AKDVERGAGGKIKACELCRL
N-137 SSSPVPYSGGTCNLCSMRMW
N-5 NECLICHMLGIREFGLSA
N-146 RSCVLCAYGSRTFNGSYLLF
GFRAPGLSPTRPSCLICSTL
VPQPLNCDLCVLMGGASSSR
RRDYRKFFALNCQLCRLTVT
VETFKARARQTPSCDLCPKT
RYRVSAGPLCSLCSLWGSVG
VLGRLGGAGGCSLCDQLEAL
RHESALHKSCELCYCPWKVC
LVMGWRSEVSSLQGKTGTGGGPTLRKCQLCRGSRYTLKYYPC
RRCMLCTSDKPGGDQGALNM
RPGCPFCTSWRCG
TPSVTWLAEWCSCVFCRDAS
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Motif 1 WxDx3AW

IWINPNGLWWTKVGLNPYAV
LOYSWNLYSVASFKTRRVSS
EWEDPQYAGWELFSISDLVH
AWDSESLATWASVMPWPYPT
RAGWHERVRQWWAIECTLEV
CYMEVEGRPRRWADSFEFVAW

Motif 20 ﬁ GGx,P

VPQPLNCDLCVLMGGASESR
VLGRLGGAGGCSLCDQLEAL
GMSGRIPEPDDWVVLFITGC
RLGGGRPKLWHFSPNLMAGF
GGRQTEPSLTLLADLTLLLS
CLDNLCWELGGGFPVILIHC
RSYGGGEIPSVTMHCWIHCD
RERGGDDYRRMMHPGAASGP

Motif 27 %szAxVAS

LOYSWNLYSVASFKTRRVSS
RDPQLGQVAQTWGCRLCLLE
ASLIGVGIASMHGMQTDGIY

GGTNALLQRKVFEGEVGVASM
SCDEAFDAASVASELFCQPY
WNMLAFGGALVASGLLRGWE

AWDSESLATWASVMPWPYPT

Motif 4 MHx5G

NECLICHMLGIREFGLSA
CRTRGCGCHLCRMLSQFTGG
ASLIGVGIASMHGMQTDGIY
TELWWADFAKMHMEGGRGMC
RERGGDDYRRMMHPGAASGP
RSYGGGEIPSVTMHCWIHCD

Motif 25 Wx3SLC

LOYSWNLYSVASFKTRRVSS
SWWWANNSLCREWEFAC
LWGGGTAWDFEVWGEDSA
HVHGSCPSMGWSSNSWCSVE
AWDSESLATWASVMPWPYPT
EWEDPQYAGWELFSISDLVH

Motif 288 @ WGxVL

RDAEWQDVLGRARAVHLRGR
VYEWGDVLCGGSMAIQWGL
AWDSESLATWASVMPWPYPT
TWGLVCTGTGWGLLDTVVRA
IWINPNGLWWTKVGLNPYAV
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