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ComX variants

e W: modified; ComX pheromone
ROE2 MKQDMIDYLMKNPQVLTKLENGEASLIGIPDKLIPSIVDIFNKKMTLSKKCKGIFWEQ
ROB2 MMQEIVGYLVKNPEVLDEVMKGRASLLNIDKDQLKSIVDAFGG---L-QIYTNGNWVPS

amino acid sequence

ROH1 MQEMVGYLIKYPNVLREVMEGNACLLGVDKDQSECIINGFKG---L-EIYSMLDWKY Tgeranylatlon

RSB1 MQEMVGYLIKYPNVLREVMEGNACLLGVDKDQSECIINGFKG---L-EIYSMMDWHY
168 MODLINYFLNYPEALKKLKNKEACLIGFDVQETETIIKAYNDYY-L-ADPITRQWGD

ROC2 MMQDLINYFLSYPEVLKKLKNREACLIGFSSNETETIIKAYNDYH-L-SSPTTREWDG &far“eSYlat'on
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Chemical structure of Farnesylated [60-69]SthX
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* JCG. Ottow, J. Appl. Bacteriol. 1974, 37, 15.

0 0
0 24 48 72 9 120

Incubation time (h)

TLZINEMNRT F RBMREECHEAL TR WETNTVS

T IV EEESR SthQ D X RIS RIBERRT *

Apo-form of SthQ

Binary complex of SthQ and FSPP
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Binding domain
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Natto MKHIDKIISHLVNNPEAFDQFKNGNLTLLNINEKEKKAILYAFEQGEVPRTSKWPPIEAISNFFEDDKRKSLI
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o002V 8 XM#MlE Sphaerobacter thermophilus
SthQ and SthX producer strain

protein name amino acid sequence FPP binding domain (FARM)
SthQ MCPELFSLVGQEIRTAIDENSGPDSFRDLLYLPLRQBGKVLGGAPSPRWYV
MLVCAASRAAGGAQAATARVAAAVELFVAAADLFDEIEDGDASAVVTASS
ACZA40807 (300 @a)  1,GQAANVASALLMLAQECLARLGGTEIPAHRVPDFCRTLSQYALKAAAGQ
HMDLASEGLASVDVNKAFEIARSKAGELGAVACRLGAMCGTENTELLDIY
AEFGRHLGTMGQLANDAQDALDTITKSDVRLOKRTVVRAFQDGSNAARTT
PGVLTGEDQGQAALAFTRVVIGLERQAALDALERLAQRGQCISELRELVG

SthX binding domain (pseudo-SARM)
W: modified; secreted peptide

amino acid sequence

sthx MDLRTVETVVRRLFTDAEFRARAIEDSAAALSEYRLGAAEHAALSKLCLQ
ACZ40808 (69 aa) LASGPKFNAAPIGTLGWWA
RERIRA SDS-PAGE
In-Fusion method kDa
bicistronic vector*, BL21(DE3) 75 =
hid |
L. . g 1
in vitro farnesylation 7 Sl stho
SthQ (crude), SthX, FPP, Mg, 25 S i (31 kDa)
in HEPES (pH 8.0), 37 °C, 2 h .
-
10 < SthX

LC-MS/MS

*Y. Guo, et al., Protein Expr. Purif. 2009, 65, 230.

M Sup. Sup. (8 kDa)
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