Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

Bsub
Ecoli
Ttherm
MsTS-
MsTS+
Mmc

N-terminal domain

--MFVDQVKVYVKGGDGGNGMVAFRREKYVPKGGPAGGDGGKGGDVVFEVDEGLRTLMDFE
-MKFVDEASILVVAGDGGNGCVSFRREKYIPKGGPDGGDGGDGGDVWMEADENLNTLIDY
--MFQDVLVITVAAGRGGDGAVSFRREKFVPKGGPDGGDGGRGGSVYLRARGSVDSLSRL
MAKFIDQVKIMLKAGKGGDGMISFRREAHVDKGGPDGGDGGTGGNIYFVADLGKNTLLSFE
MAKFIDQVKIMLKAGKGGDGMISFRREAHVDKGGPDGGDGGTGGNIYFVADLGKNTLLSFE
-MKFVDFADLIIKAGKGGDGAVSFLHALFVPNGGPNGGDGGDGGSVYFLGDEGKHSLLDL

* X% . . kX kK ek e ek . . s kKK KAk KAK KKk . . . %

80 85
RYKKHFKAIRGEHGMSKNQ NA IKVPPGTVVTDDDTKQVIADLTEHGQRAVIAR
RFEKSFRAERGONGASRDC RG TIKVPVGTRVIDQGTGETMGDMTKHGQRLLVAK
S-KRTYKAEDGEHGRGSQQ GG ITEVPRGTRVFDADTGELLADLTEEGQTVLVAR
YKNKFITIAEDGVKGGPKNL KG IVKVPLGTLVYKNKK--IVADVIKENHLYLVAK

YKNKFIIAEDGVKGGPKNL KG IVKVPLGTLVYKNKK--IVADVIKENHLYLVAK
KLQKKYSAQDGFKGDIKN KG IIKVPVGTILYDKKTNTILADINENNKLVLIAK
HH Kook ok : . HER G S . H - HERH
124 G1
GGRJERGNSRFATPANPAPQLSENGEPGKERYIVLELKVIADVGLVGFPSVGKSTLLSVV
GGWHELGNTRFKSSVNRTPRQKTNGTPGDKRELLLELMLIJADVGMLGMPNAGKSTFIRAV
GGAJERGNMHFVSPTRQAPRFAEAGEEGEKRRLRLELMLIJADVGLVGYPNAGKSSLLAAM
GGK@RGNNKFKTSKNTAPRIAENGMPGEKYEANIVLKIIJSDVGLVGLPSCGKSTLINAL
GGKJRRGNNKFKTSKNTAPRIAENGMPGEKYEANTIVLKIIISDVGLVGLPSCGKSTLINAL

GGKJYKGNARFANSRNKAPTIFEAGELGOEFEIRAELKV.

* % * Kk ek . % * * . *

DVGEFVGLPNAGKSTLLRAT
HE Bl R :
Switch | Switch 11
G2 G3

SAKPKIADYHFTTLVPNLGMVETDDGRSFVMADLPGLIEGAHQGVGLGHQFLRHIERTR
AAKPKVADYPFTTLVPSLGVVRMDNEKSFVVADIPGLIEGAAEGAGLGIRFLKHLERCR
RAHPKIAPYPFTTLSPNLGVVEVSDEERFTIIADIPGITEGASEGKGLGLEFLRHIARTR

K

K

L

NAKAKVAEYEFTTLVPOLGLVKYYDY-SYTIADLPGLIKGASLGKGLGIQFLRHIER(
NAKAKVAEYEFTTLVPQLGLVKYYDY-SYTIADLPGLIKGASLGKGLGIQFLRHIERC
NSKPVVADYPFTTITPQLGVARTKNNDTFIVADLPGLIQGASLGKGLGHQFLKHIER(

ek kK KAk e K (KK . KK e KK ok o kK R KK ek e Kk

- DWW Wn

244 GTP-binding domain G4
VIVHYIDMSG-LEGRDPYDDYLTINQELSEYNLRLTERPQIIVANKMDMP---EAAENLE
VLLHOIDIDP-IDGTDPVENARIIISELEKYSQDLATKPRWLVEFNKIDLLDKVEAEEKAK
VLLYMLDAA-—-——— DEPLKTLKTLRKEVGAYDPTLLRRPSLVALNKVDLL----EEEVVK
VVIHIVDFGS--PDKDSIQSYETIQKELESYKLNLTQKPOLVVANKSDLA---NFKNNI-

VVI DFGS--PDKDSIQSYETIQKELESYKLNLTQKPQLVVANKSDLA---NFKNNI-
VICHHIDASGNFGSEDIIKNYELIRDELKAYNLNLEKRPEIIVLNKMDLD---EAQLNLL
*: . H N -

G2
AFKEKLTDD-YPVFPISAVTREGLRELLFEVANQLENTPEFPLYDEEELTQNRVMYTMEN
ATAEALGWE-DKYYLISAASGLGVKDLCWVMT —=====—=———-——————-————— FIIEN
ALADALAREGLAVLPVSALTGAGLPALKEALHALVRSTP-—-——=-———-——-— PPEMPKPVPR

-EKFKAKYPNIEITEISALNYHNVENLKKIIWEFLEKTSHLQIKIED--DFETEVKEINY
-EKFKAKYPNIEITEISALNYHNVENLKKIIWEFLEKTSHLQIKIED--DFETEVKEINY
DEKIINYFKDKKVVRISGLKKENIDQLLFMILYEELKVAKKQPLWELDKNNDQDEIATIYKEF

. % . *

C-terminal domain
EEVPF--NITRDPDGVFEFVLSGDSLERLFKMTDFSRDESVKRFARQMRGMGVDEALRERGA
PVVQA--EEAKQPEKVEFMWDDYHRQQLEEIAEEDDE-——=———————— DWDDDWDE-DD
KEVQAGVEVVPVAEGVYEVRAPEVERYLARIKGDLMEAAGYLQEVFRRHGVEAALRAKGV
EP---DFVIQKMNRNHFKVTGKKIEELVLKIPINTFDNLMREFNNILKKIGVWETLIKRDI
EP-—-DFVIQKMNRNHFKVTGKKIEELVLKIPINTEDNLMRENNILKKIGVWETLIKRDI
EEQKEDIQVYNKGNNRWEIAGETIFKIYQKFPIWTEDNLLMEFNEKLKETGVYETLVKKGI

KDGDIIRLLEFEFEFID-- 428
EEG----- VEFIYKR---- 390
RAGDLVRIGGLEFEYIPEV 416
OKGDLVEIYQHKFEWEEEL 424
QOKGDLVEIYQHKFEWEEEL 424
KKGDFVKVFDYELEWTD-- 433

* .

58
59
58
60

59

118
119
117
118
118
119

178
179
177
178
178
179

238
239
237
237
237
239

294
298
288
291
291
296

353
335
337
348
348
356

411
380
397
405
405
416



Percentage of
identity

M. synoviae

T. thermophilus

Mmc Mmc Obg | Mmc Obg

Whole aa
sequence

44.89 51.25
41.82 47.83
41.87 43.21
37.7 46.25

GTP
binding
domain

48.72

51.85

45.68

41.40

34.69

17.14

22

17.71

Mmc Obg N-
term part
+ GTP binding
domain

50

49.85

44

43.85



