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Supplementary Table 1. Amino acid variations of gliding related proteins in M129 and FH strains.
[image: ]
a Locus-tag is as in the sequence under accession number CP003913 for M129-B7.
b The values are for M129.
c The variations were detected in FH against M129.
d The amino acids are written the order M129-FH.




Supplementary Figure 1. Multiple sequence alignments for P1 adhesin of M129 and FH strains. The symbols “*” “:” “.” indicate fully conserved residue, conservation between groups of strongly similar properties, and conservation between groups of weakly similar properties, respectively.
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Supplementary Figure 2. Multiple sequence alignments for P40/P90 of M129 and FH strains. The symbols “*” “:” “.” indicate fully conserved residue, conservation between groups of strongly similar properties, and conservation between groups of weakly similar properties, respectively.
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Supplementary Figure 3. Work performed by stepwise movements. The scatter dot plot of works calculated from individual steps is shown with average (thick line) and standard deviation (thin lines).


Supplementary Video 1. Stall force measurement in M129 strain. A polystyrene bead was attached to the back end of cell body. The cell pulled the bead from trap center of optical tweezers. The video was played at 5 × speed.
Supplementary Video 2. Stall force measurement in FH strain. A polystyrene bead was attached to the back end of cell body. The cell pulled the bead from trap center of optical tweezers. The video was played at 5 × speed.
Supplementary Video 3. Gliding movement of M129 strain cells. Cells bound to the SOs-coated glass surface were observed by phase-contrast microscopy. The video was played at 5 × speed.
Supplementary Video 4. Gliding movement of FH strain cells. Cells bound to the SOs-coated glass surface were observed by phase-contrast microscopy. The video was played at 5 × speed.
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image2.emf
CLUSTAL O(1.2.4) multiple sequence alignment  

 

 

P1adhesin_M129      MHQTKKTALSKSTWILILTATASLATGLTVVGHFTSTTTTLKRQQFSYTRPDEVALRHTN  60 

P1adhesin_FH        MHQTKKTALSKSTWILILTATASLATGLTVVGHFTSTTTTLKRQQFSYTRPDEVALRHTN  60 

                    ************************************************************  

P1adhesin_M129      AINPRLTPWTYRNTSFSSLPLTGENPGAWALVRDNSAKGITAGSGSQQTTYDPTRTEAAL  120 

P1adhesin_FH        AINPRLTPWTYRNTSFSSLPLTGENPGAWALVRDNSAKGITAGSGSQQTTYDPTRTEAAL  120 

                    ************************************************************  

P1adhesin_M129      TASTTFALRRYDLAGRALYDLDFSKLNPQTPTRDQTGQITFNPFGGFGLSGAAPQQWNEV  180 

P1adhesin_FH        TASTTFALRRYDLAGRALYDLDFSKLNPQTPTRDQTGQITFNPFGGFGLSGAAPQQWNEV  180 

                    ************************************************************  

P1adhesin_M129      KNKVPVEVAQDPSNPYRFAVLLVPRSVVYYEQLQRGLGLPQQRTESGQN -TSTTGAMFGL 239 

P1adhesin_FH        KNKVPVEVAQDPSNPYRFAVLLVPRSVVYYEQLQRGLALPNQGSSSGSDSTNQTGAMFGL  240 

                    *************************************.**:* :.**.: *. *******  

P1adhesin_M129      KVKNAEADTAKSNEKLQGAEATGSSTTSGSGQSTQRGGSSGDTKVKALKIEVKKKSDSED  299 

P1adhesin_FH        KVKDATVDSSKQSTESLKGEESSSSSTTSSTSTTQRGGSSNENKVKALQVAVKKKSGSQG  300 

                    ***:* .*::*.. :   .* :.**:*:.* .:*******.:.*****:: *****.*:.  

P1adhesin_M129      ------NGQLQLEKNDLANAPIKRSEESGQSVQLKADDFGTALSSSGSGGNSNPGSPTPW  353 

P1adhesin_FH        NSGDQGTEQVELESNDLANAPIKRGSNNNQQVQLKADDFGTAPSSSGSGT --QDGTPTPW 358 

                           . *::**.**********..:..*.*********** ******   : *:****  

P1adhesin_M129      RPWLATEQIHKDLPKWSASILILYDAPYARNRTAIDRVDHLDPKAMTANYPPSWRTPKWN  413 

P1adhesin_FH        TPWLTTEQIHNDPAKFAASILILYDAPYARNRTAIDRVDHLDPKAMTANYPPSWRTPKWN  418 

                     ***:*****:*  *::*******************************************  

P1adhesin_M129      HHGLWDWKARDVLLQTTGFFNPRRHPEWFDGGQTVADNEKTGFDVDNSENTKQGFQKEAD  473 

P1adhesin_FH        HHGLWDWKARDVLLQTTGFFNPRRHPEWFDGGQTVADNEKTGFDVDNSENTKQGFQKEAD  478 

                    ************************************************************  

P1adhesin_M129      SDKSAPIALPFEAYFANIGNLTWFGQALLVFGGNGHVTKSAHTAPLSIGVFRVRYNATGT  533 

P1adhesin_FH        SDKSAPIALPFEAYFANIGNLTWFGQALLVFGGNGHVTKSAHTAPLSIGVFRVRYNATGT  538 

                    ************************************************************  

P1adhesin_M129      SATVTGWPYALLFSGMVNKQTDGLKDLPFNNNRWFEYVPRMAVAGAKFVGRELVLAGTIT  593 

P1adhesin_FH        SATVTGWPYALLFSGMVNKQTDGLKNLPFNNNRWFEYVPRMAVAGAKFVGRELVLAGTIT  598 

                    *************************:**********************************  

P1adhesin_M129      MGDTATVPRLLYDELESNLNLVAQGQGLLREDLQLFTPYGWANRPDLPIGAWSSSSSSSH  653 

P1adhesin_FH        MGDTATVPRLLYDELESNLNLVAQGQGLLREDLQLFTPYGWANRPDLPIGAWSSS -SSSH 657 

                    ******************************************************* ****  


image3.emf
P1adhesin_M129      NAPYYFHNNPDWQDRPIQNVVDAFIKPWEDKNGKDDAKYIYPYRYSGMWAWQVYNWSNKL  713 

P1adhesin_FH        NAPYYFHNNPDWQDRPIQSVVDAFIKPWEDKNGKD DAKYIYPYRYSGMWAWQVYNWSNKL  717 

                    ******************.*****************************************  

P1adhesin_M129      TDQPLSADFVNENAYQPNSLFAAILNPELLAALPDKVKYGKENEFAANEYERFNQKLTVA  773 

P1adhesin_FH        TDQPLSADFVNENAYQPNSLFAAILNPELLAALPDKVKYGKENEFAANEYERFNQKLTVA  777 

                    ************************************************************  

P1adhesin_M129      PTQGTNWSHFSPTLSRFSTGFNLVGSVLDQVLDYVPWIGNGYRYGNNHRGVDDITAPQTS  833 

P1adhesin_FH        PTQGT NWSHFSPTLSRFSTGFNLVGSVLDQVLDYVPWIGNGYRYGNNHRGVDDITAPQTS  837 

                    ************************************************************  

P1adhesin_M129      AGSSSGISTNTSGSRSFLPTFSNIGVGLKANVQATLGGSQTMITGGSPRRTLDQANLQLW  893 

P1adhesin_FH        AGSSSGISTNTSGSRSSLPTFSNIGVGLKANVQATLGGSQTMITGGSPRRTLDQANLQLW  897 

                    **************** *******************************************  

P1adhesin_M129      TGAGW RNDKASSGQSDENHTKFTSATGMDQQGQSGTSAGNPDSLKQDNISKSGDSLTTQD  953 

P1adhesin_FH        TGAGWRNDKASSGQSD -DHTKFTSATGMGQQEQSGTSAGNPDSLKQDKISKSGDSLTTQD  956 

                    **************** :**********.** ***************:************  

P1adhesin_M129      GNAIDQQEAT NYTNLPPNLTPTADWPNALSFTNKNNAQRAQLFLRGLLGSIPVLVNRSGS  1013 

P1adhesin_FH        GNAMDQQEATNYTNLPPNLTPTADWPNALSFTNKNNAQRAQLFLRGLLGSIPVLVNKSGQ  1016 

                    ***:****************************************************:**.  

P1adhesin_M129      DS-NKFQATDQKWSYTDLHSDQTKLNLPAYGEVNGLLNPALVETYFGNTRAGGSGSNTTS  1072 

P1adhesin_FH        DDNSKFKAEDQKWSYTDLQSDQTKLNLPAYGEVNGLLNPALVETYFGNTRASGSGSNTTS  1076 

                    *. .**:* *********:********************************.********  

P1adhesin_M129      SPGIGFKIPEQNN ---DSKATLITPGLAWTPQDVGNLVVSGTTVSFQLGGWLVTFTDFVK  1129 

P1adhesin_FH        SPGIGFKIPEQSGTNTTSKAVLITPGLAWTPQDVGNLVVSGTSFSFQLGGWLVTFTDFIK  1136 

                    ***********..    ***.*********************:.**************:*  

P1adhesin_M129      PRAGYLGLQLTGLDASDAT QRALIWAPRPWAAFRGSWVNRLGRVESVWDLKGVWADQAQS  1189 

P1adhesin_FH        PRAGYLGLQLTGLDASDATQRALIWAPRPWAAFRGSWVNRLGRVESVWDLKGVWADQAQS  1196 

                    ************************************************************  

P1adhesin_M129      DSQGSTTTATRNALPEHPNALA FQVSVVEASAYKPNTSSGQTQSTNSSPYLHLVKPKKVT  1249 

P1adhesin_FH        DSQGSTTTATRDALPEHPNALAFQVSVVEASAYKPNTSSGQTQSTNSSPYLHLVKPKKVI  1256 

                    ***********:***********************************************   

P1adhesin_M129      QSDKLDDDLKNLLDPNQVRTKLRQS FGTDHSTQPQPQSLKTTTPVFGTSSGNLSSVLSGG  1309 

P1adhesin_FH        QSDKLDDDLKNLLDPNQVRTKLRQSFGTDHSTQPQPQSLKTTTPVFGTSSGNLSSVLSGG  1316 

                    ************************************************************  

P1adhesin_M129      GAGGGSSGSGQSGVDLSPVEKVSGWLVG QLPSTSDGNTSSTNNLAPNTNTGNDVVGVGRL  1369 

P1adhesin_FH        GAGGGSSGSGQSGVDLSPVEKVSGWLVGQLPSTSDGNTSSTNNLAPNTNTGNDVVGVGRL  1376 

                    ************************************************************  
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CLUSTAL O(1.2.4) multiple sequence alignment  

 

 

P1adhesin_M129      MHQTKKTALSKSTWILILTATASLATGLTVVGHFTSTTTTLKRQQFSYTRPDEVALRHTN  60 

P1adhesin_FH        MHQTKKTALSKSTWILILTATASLATGLTVVGHFTSTTTTLKRQQFSYTRPDEVALRHTN  60 

                    ************************************************************  

P1adhesin_M129      AINPRLTPWTYRNTSFSSLPLTGENPGAWALVRDNSAKGITAGSGSQQTTYDPTRTEAAL  120 

P1adhesin_FH        AINPRLTPWTYRNTSFSSLPLTGENPGAWALVRDNSAKGITAGSGSQQTTYDPTRTEAAL  120 

                    ************************************************************  

P1adhesin_M129      TASTTFALRRYDLAGRALYDLDFSKLNPQTPTRDQTGQITFNPFGGFGLSGAAPQQWNEV  180 

P1adhesin_FH        TASTTFALRRYDLAGRALYDLDFSKLNPQTPTRDQTGQITFNPFGGFGLSGAAPQQWNEV  180 

                    ************************************************************  

P1adhesin_M129      KNKVPVEVAQDPSNPYRFAVLLVPRSVVYYEQLQRGLGLPQQRTESGQN -TSTTGAMFGL 239 

P1adhesin_FH        KNKVPVEVAQDPSNPYRFAVLLVPRSVVYYEQLQRGLALPNQGSSSGSDSTNQTGAMFGL  240 

                    *************************************.**:* :.**.: *. *******  

P1adhesin_M129      KVKNAEADTAKSNEKLQGAEATGSSTTSGSGQSTQRGGSSGDTKVKALKIEVKKKSDSED  299 

P1adhesin_FH        KVKDATVDSSKQSTESLKGEESSSSSTTSSTSTTQRGGSSNENKVKALQVAVKKKSGSQG  300 

                    ***:* .*::*.. :   .* :.**:*:.* .:*******.:.*****:: *****.*:.  

P1adhesin_M129      ------NGQLQLEKNDLANAPIKRSEESGQSVQLKADDFGTALSSSGSGGNSNPGSPTPW  353 

P1adhesin_FH        NSGDQGTEQVELESNDLANAPIKRGSNNNQQVQLKADDFGTAPSSSGSGT --QDGTPTPW 358 

                           . *::**.**********..:..*.*********** ******   : *:****  

P1adhesin_M129      RPWLATEQIHKDLPKWSASILILYDAPYARNRTAIDRVDHLDPKAMTANYPPSWRTPKWN  413 

P1adhesin_FH        TPWLTTEQIHNDPAKFAASILILYDAPYARNRTAIDRVDHLDPKAMTANYPPSWRTPKWN  418 

                     ***:*****:*  *::*******************************************  

P1adhesin_M129      HHGLWDWKARDVLLQTTGFFNPRRHPEWFDGGQTVADNEKTGFDVDNSENTKQGFQKEAD  473 

P1adhesin_FH        HHGLWDWKARDVLLQTTGFFNPRRHPEWFDGGQTVADNEKTGFDVDNSENTKQGFQKEAD  478 

                    ************************************************************  

P1adhesin_M129      SDKSAPIALPFEAYFANIGNLTWFGQALLVFGGNGHVTKSAHTAPLSIGVFRVRYNATGT  533 

P1adhesin_FH        SDKSAPIALPFEAYFANIGNLTWFGQALLVFGGNGHVTKSAHTAPLSIGVFRVRYNATGT  538 

                    ************************************************************  

P1adhesin_M129      SATVTGWPYALLFSGMVNKQTDGLKDLPFNNNRWFEYVPRMAVAGAKFVGRELVLAGTIT  593 

P1adhesin_FH        SATVTGWPYALLFSGMVNKQTDGLKNLPFNNNRWFEYVPRMAVAGAKFVGRELVLAGTIT  598 

                    *************************:**********************************  

P1adhesin_M129      MGDTATVPRLLYDELESNLNLVAQGQGLLREDLQLFTPYGWANRPDLPIGAWSSSSSSSH  653 

P1adhesin_FH        MGDTATVPRLLYDELESNLNLVAQGQGLLREDLQLFTPYGWANRPDLPIGAWSSS -SSSH 657 

                    ******************************************************* ****  


image5.emf
P1adhesin_M129      NAPYYFHNNPDWQDRPIQNVVDAFIKPWEDKNGKDDAKYIYPYRYSGMWAWQVYNWSNKL  713 

P1adhesin_FH        NAPYYFHNNPDWQDRPIQSVVDAFIKPWEDKNGKD DAKYIYPYRYSGMWAWQVYNWSNKL  717 

                    ******************.*****************************************  

P1adhesin_M129      TDQPLSADFVNENAYQPNSLFAAILNPELLAALPDKVKYGKENEFAANEYERFNQKLTVA  773 

P1adhesin_FH        TDQPLSADFVNENAYQPNSLFAAILNPELLAALPDKVKYGKENEFAANEYERFNQKLTVA  777 

                    ************************************************************  

P1adhesin_M129      PTQGTNWSHFSPTLSRFSTGFNLVGSVLDQVLDYVPWIGNGYRYGNNHRGVDDITAPQTS  833 

P1adhesin_FH        PTQGT NWSHFSPTLSRFSTGFNLVGSVLDQVLDYVPWIGNGYRYGNNHRGVDDITAPQTS  837 

                    ************************************************************  

P1adhesin_M129      AGSSSGISTNTSGSRSFLPTFSNIGVGLKANVQATLGGSQTMITGGSPRRTLDQANLQLW  893 

P1adhesin_FH        AGSSSGISTNTSGSRSSLPTFSNIGVGLKANVQATLGGSQTMITGGSPRRTLDQANLQLW  897 

                    **************** *******************************************  

P1adhesin_M129      TGAGW RNDKASSGQSDENHTKFTSATGMDQQGQSGTSAGNPDSLKQDNISKSGDSLTTQD  953 

P1adhesin_FH        TGAGWRNDKASSGQSD -DHTKFTSATGMGQQEQSGTSAGNPDSLKQDKISKSGDSLTTQD  956 

                    **************** :**********.** ***************:************  

P1adhesin_M129      GNAIDQQEAT NYTNLPPNLTPTADWPNALSFTNKNNAQRAQLFLRGLLGSIPVLVNRSGS  1013 

P1adhesin_FH        GNAMDQQEATNYTNLPPNLTPTADWPNALSFTNKNNAQRAQLFLRGLLGSIPVLVNKSGQ  1016 

                    ***:****************************************************:**.  

P1adhesin_M129      DS-NKFQATDQKWSYTDLHSDQTKLNLPAYGEVNGLLNPALVETYFGNTRAGGSGSNTTS  1072 

P1adhesin_FH        DDNSKFKAEDQKWSYTDLQSDQTKLNLPAYGEVNGLLNPALVETYFGNTRASGSGSNTTS  1076 

                    *. .**:* *********:********************************.********  

P1adhesin_M129      SPGIGFKIPEQNN ---DSKATLITPGLAWTPQDVGNLVVSGTTVSFQLGGWLVTFTDFVK  1129 

P1adhesin_FH        SPGIGFKIPEQSGTNTTSKAVLITPGLAWTPQDVGNLVVSGTSFSFQLGGWLVTFTDFIK  1136 

                    ***********..    ***.*********************:.**************:*  

P1adhesin_M129      PRAGYLGLQLTGLDASDAT QRALIWAPRPWAAFRGSWVNRLGRVESVWDLKGVWADQAQS  1189 

P1adhesin_FH        PRAGYLGLQLTGLDASDATQRALIWAPRPWAAFRGSWVNRLGRVESVWDLKGVWADQAQS  1196 

                    ************************************************************  

P1adhesin_M129      DSQGSTTTATRNALPEHPNALA FQVSVVEASAYKPNTSSGQTQSTNSSPYLHLVKPKKVT  1249 

P1adhesin_FH        DSQGSTTTATRDALPEHPNALAFQVSVVEASAYKPNTSSGQTQSTNSSPYLHLVKPKKVI  1256 

                    ***********:***********************************************   

P1adhesin_M129      QSDKLDDDLKNLLDPNQVRTKLRQS FGTDHSTQPQPQSLKTTTPVFGTSSGNLSSVLSGG  1309 

P1adhesin_FH        QSDKLDDDLKNLLDPNQVRTKLRQSFGTDHSTQPQPQSLKTTTPVFGTSSGNLSSVLSGG  1316 

                    ************************************************************  

P1adhesin_M129      GAGGGSSGSGQSGVDLSPVEKVSGWLVG QLPSTSDGNTSSTNNLAPNTNTGNDVVGVGRL  1369 

P1adhesin_FH        GAGGGSSGSGQSGVDLSPVEKVSGWLVGQLPSTSDGNTSSTNNLAPNTNTGNDVVGVGRL  1376 

                    ************************************************************  


image6.emf
P1adhesin_M129      SESNAAKMNDDVDGIVRTPLAELLDGEGQTA DTGPQSVKFKSPDQIDFNRLFTHPVTDLF  1429 

P1adhesin_FH        SESNAAKMNDDVDGIVRTPLAELLDGEGQTADTGPQSVKFKSPDQIDFNRLFTHPVTDLF  1436 

                    ************************************************************  

P1adhesin_M129      DPVTMLVYDQYIPLFIDIPASVNPKMVRLKVLSFDTNEQSLGLRLEFFKPDQDTQPNNNV  1489 

P1adhesin_FH        DPVTMLVYDQYIPLFIDIPASVNPKMVRLKVLSFDTNEQSLGLRLEFFKPDQDTQPNNNV  1496 

                    ************************************************************  

P1adhesin_M129      QVNPNNGDFLPLLTASSQGPQTLFSPFNQWPDYVLPLAITVPIVVIVLSVTLGLAIGIPM  1549 

P1adhesin_FH        QVNPNNGDFLPLLTASSQGPQTLFSPFNQWPDYVLPLAITVPIVVIVLSVTLGLAIGIPM  1556 

                    ************************************************************  

P1adhesin_M129      HKNKQALKAGFALSNQKVDVLTKAVGSVFKEIINRTGISQAPKRLKQTSAAKPGAPRPPV  1609 

P1adhesin_FH        HKNKQALKAGFALSNQKVDVLTKAVGSVFKEIINRTGISQAPKRLKQTSAAKPGAPRPPV  1616 

                    ************************************************************  

P1adhesin_M129      PPKPGAPKPPVQPPKKPA ------- 1627 

P1adhesin_FH        PPKPGAPKPPVQPPKKPAWYLWNRS  1641 

                    ******************         


image7.emf
P1adhesin_M129      SESNAAKMNDDVDGIVRTPLAELLDGEGQTA DTGPQSVKFKSPDQIDFNRLFTHPVTDLF  1429 

P1adhesin_FH        SESNAAKMNDDVDGIVRTPLAELLDGEGQTADTGPQSVKFKSPDQIDFNRLFTHPVTDLF  1436 

                    ************************************************************  

P1adhesin_M129      DPVTMLVYDQYIPLFIDIPASVNPKMVRLKVLSFDTNEQSLGLRLEFFKPDQDTQPNNNV  1489 

P1adhesin_FH        DPVTMLVYDQYIPLFIDIPASVNPKMVRLKVLSFDTNEQSLGLRLEFFKPDQDTQPNNNV  1496 

                    ************************************************************  

P1adhesin_M129      QVNPNNGDFLPLLTASSQGPQTLFSPFNQWPDYVLPLAITVPIVVIVLSVTLGLAIGIPM  1549 

P1adhesin_FH        QVNPNNGDFLPLLTASSQGPQTLFSPFNQWPDYVLPLAITVPIVVIVLSVTLGLAIGIPM  1556 

                    ************************************************************  

P1adhesin_M129      HKNKQALKAGFALSNQKVDVLTKAVGSVFKEIINRTGISQAPKRLKQTSAAKPGAPRPPV  1609 

P1adhesin_FH        HKNKQALKAGFALSNQKVDVLTKAVGSVFKEIINRTGISQAPKRLKQTSAAKPGAPRPPV  1616 

                    ************************************************************  

P1adhesin_M129      PPKPGAPKPPVQPPKKPA ------- 1627 

P1adhesin_FH        PPKPGAPKPPVQPPKKPAWYLWNRS  1641 

                    ******************         
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CLUSTAL O(1.2.4) multiple sequence alignment  

 

 

P40/P90_M129      MKSKLKLKRYLLFLPLLPLGTLSLANTYLLQDHNTLTPYTPFTTPLNGGLDVVRAAHLHP  60 

P40/P90_FH        MKSKLKLKRYLLFLPLLPLGTLSLANTYLLQDHNTLTPYTPFTTPLNGGLDVVRAAHLHP  60 

                  ************************************************************  

P40/P90_M129      SYELVDWKRVGDTKLVALVRSALVRVKFQDTTSSDQSNTNQNALSFDTQESQKALNGSQS  120 

P40/P90_FH        SYELVDWKRVGDTKLVALVRSALVRVKFQDTTSSDQSNTNQNALSFDTQESQKALNGSQS  120 

                  **************************** ********************************  

P40/P90_M129      GSSDTSGSNSQDFASYVLIFKAAPRATWVFERKIKLALPYVKQESQGSGDQGSNGKGSLY  180 

P40/P90_FH        GSSDTSGSNSQDFASYVLIFKAAPRATWVFERKIKLALPYVKQESQGSDDQGSNGKGSLY  180 

                  ********************************** **************.***********  

P40/P90_M129      KTLQDLLVEQPVTPYTPNAGLARVNGVAQDTVHFGSGQESSWNSQRSQKGLKNNPGPKAV  240 

P40/P90_FH        KTLQDLLVEQPVTPYTPNAGLARVNGVAQDTVHFGSDQESSWNSQRSQKGLKNNPGPKAV  240 

                  ************************************.*** ******************** 

P40/P90_M129      TGFKLDKGRAYRKLNESWPVYEPLDSTKEGKGKDESSWKNSEKTTAENDAPLVGMVGSGA  300 

P40/P90_FH        TGFKLDKGRAYRKLNESWPVYEPLDSTKNGKGKDKDGWTTSGASEAKGDAPLVSSTESQM  300 

                  ****************************:*****:..*..*  : * :.*****. . *   

P40/P90_M129      AGSASSLQGNGSNSSGLKSLLR -SAPVSVPPSSTSNQTLSLSNPAPVGPQAVVSQPAGGA  359 

P40/P90_FH        AAVTDSQQ -SGH-NSGLVSLAQRSTTVAVQKS------------D--------------- 331 

                  *. :.* * .*  .*** ** : *: *:*  *                              

P40/P90_M129      TAAVSVNRTASDTATFSKYLNTAQALHQMGVIVPGLEKWGGNNGTGVVASRQDATSTNLP  419 

P40/P90_FH        --SSGSQGQGTTDNKFQKYLNTAQALHQMGVIVPSLETWPGKPSTGIATRAGGGVSV --- 386 

                    : . :  .:   .*.*****************.**.* *: .**:.:   ...*.     

P40/P90_M129      HAAGASQTGLGTGSPREPALTATSQRAVTVVAGPLRAGNSSETDALPNVITQLYHTSTAQ  479 

P40/P90_FH        -------------------------------- QAATRQSSSTNEDLPNVITQLYHTSTSQ  414 

                                                         .** .: *************:* 

P40/P90_M129      LAYLNGQIVVMGSDRVPSLWYWVVGEDQESGKATWWAKTELNWGTDKQKQFVENQLGFKD  539 

P40/P90_FH        LAYLNGQIVVMGSNAVPSLWYWVVDERTTSGRATWWAHTELNWGTDKQKQFVENQLGFKD  474 

                  *************: *********.*   **:*****:**********************  

P40/P90_M129      DSNSDSKNSNLKAQGLTQPAYLIAGLDVVADHLVFAAFKAGAVGYDMTTDSSASTYNQAL  599 

P40/P90_FH        DSNSS --LTNFKSQGLTQPAYLIAGLDVVQDHLVFAAFKAGAVGYDMTTDSNASTKDQAL  532 

                  ****.   :*:*:**************** *********************.*** :***  

P40/P90_M129      AWSTTAGLDSDGGYKALVENTAGLNGPINGLFTLLDTFAYVTPVSGMKGGSQNNEEVQTT  659 

P40/P90_FH        AWSTTAGLDSDGGYKALVENTAGLNGPINGLFTLLDTFAYVTPVSGMKGGSQNNEEVQTT  592 

                  ************************************************************  


image9.emf
P40/P90_M129      YPVKSDQKATAKIASLINASPLNSYGDDGVTVFDALGLNFNFKLNEERLPSRTDQLLVYG  719 

P40/P90_FH        YPVKSDQKATAKIASLINASPLNSYGDDGVTVFDALGLNFNFKLNEERLPSRTDQLLVYG  652 

                  ************************************************************  

P40/P90_M129      IVNESELKSARENAQSTSDDNSNTKVKWTNTASHYLPVPYYYSANFPEAGNRRRAEQRNG  779 

P40/P90_FH        IVNESELKSARENAQSTSDDNSNTKVKWTNTASHYLPVPYYYSANFPEAGNRRRAEQRNG  712 

                  ************************************************************  

P40/P90_M129      VKISTLESQATDGFANSLLNFGTGLKAGVDPAPVARGHKPNYSAVLLVRGGVVRLNFNPD  839 

P40/P90_FH        VKISTLESQAT DGFANSLLNFGTGLKAGVDPAPVARGHKPNYSAVLLVRGGVVRLNFNPD  772 

                  ************************************************************  

P40/P90_M129      TDKLLDSTDKNSEPISFSYTPFGSAESAVDLTTLKDVTYIAESGLWFYTFDNGEKPTYDG  899 

P40/P90_FH        TDKLLDSTDKNSEPISFSYTPFGSAESAVDLTTLKDVTYIAESGLWFYTFDNGEKPTYDG  832 

                  ************************************************************  

P40/P90_M129      KQQQVKNRKGYAVITVSRTGIEFNEDANTTTLSQAPAALAVQNGIASSQDDLTGILPLSD  959 

P40/P90_FH        KQQQVKNRKGY AVITVSRTGIEFNEDANTTTLSQAPAALAVQNGIASSQDDLTGILPLSD  892 

                  ************************************************************  

P40/P90_M129      EFSAVITKDQTWTGKVDIYKNTNGLFEKDDQLSENVKRRDNGLVPIYNEGIVDIWGRVDF  1019 

P40/P90_FH        EFSAVITKDQTWTGKVDIYKN TNGLFEKDDQLSENVKRRDNGLVPIYNEGIVDIWGRVDF  952 

                  ************************************************************  

P40/P90_M129      AANSVLQARNLTDKTVDEVINNPDILQSFFKFTPAFDNQRAMLVGEKTSDTTLTVKPKIE  1079 

P40/P90_FH        AANSVLQARNLTDKTVDEVINNPDILQSFFK FTPAFDNQRAMLVGEKTSDTTLTVKPKIE  1012 

                  ************************************************************  

P40/P90_M129      YLDGNFYGEDSKIAGIPLNIDFPSRIFAGFAALPSWVIPVSVGSSVGILLILLILGLGIG  1139 

P40/P90_FH        YLDGNFYGEDSKIAGIPLNIDFPSRIFAGFAALPSWVIPV SVGSSVGILLILLILGLGIG 1072 

                  ************************************************************  

P40/P90_M129      IPMYKVRKLQDSSFVDVFKKVDTLTTAVGSVYKKIITQTSVIKKAPSALKAANNAAPKAP  1199 

P40/P90_FH        IPMYKVRKLQDSSFVDVFKKVDTLTTAVGSVYKKIITQTSVIKKAPSAL KAANNAAPKAP 1132 

                  ************************************************************  

P40/P90_M129      VKPAAPTAPRPPVQPPKKA  1218 

P40/P90_FH        VKPAAPTAPRPPVQPPKKA  1151 

                  ******************* 
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CLUSTAL O(1.2.4) multiple sequence alignment  

 

 

P40/P90_M129      MKSKLKLKRYLLFLPLLPLGTLSLANTYLLQDHNTLTPYTPFTTPLNGGLDVVRAAHLHP  60 

P40/P90_FH        MKSKLKLKRYLLFLPLLPLGTLSLANTYLLQDHNTLTPYTPFTTPLNGGLDVVRAAHLHP  60 

                  ************************************************************  

P40/P90_M129      SYELVDWKRVGDTKLVALVRSALVRVKFQDTTSSDQSNTNQNALSFDTQESQKALNGSQS  120 

P40/P90_FH        SYELVDWKRVGDTKLVALVRSALVRVKFQDTTSSDQSNTNQNALSFDTQESQKALNGSQS  120 

                  **************************** ********************************  

P40/P90_M129      GSSDTSGSNSQDFASYVLIFKAAPRATWVFERKIKLALPYVKQESQGSGDQGSNGKGSLY  180 

P40/P90_FH        GSSDTSGSNSQDFASYVLIFKAAPRATWVFERKIKLALPYVKQESQGSDDQGSNGKGSLY  180 

                  ********************************** **************.***********  

P40/P90_M129      KTLQDLLVEQPVTPYTPNAGLARVNGVAQDTVHFGSGQESSWNSQRSQKGLKNNPGPKAV  240 

P40/P90_FH        KTLQDLLVEQPVTPYTPNAGLARVNGVAQDTVHFGSDQESSWNSQRSQKGLKNNPGPKAV  240 

                  ************************************.*** ******************** 

P40/P90_M129      TGFKLDKGRAYRKLNESWPVYEPLDSTKEGKGKDESSWKNSEKTTAENDAPLVGMVGSGA  300 

P40/P90_FH        TGFKLDKGRAYRKLNESWPVYEPLDSTKNGKGKDKDGWTTSGASEAKGDAPLVSSTESQM  300 

                  ****************************:*****:..*..*  : * :.*****. . *   

P40/P90_M129      AGSASSLQGNGSNSSGLKSLLR -SAPVSVPPSSTSNQTLSLSNPAPVGPQAVVSQPAGGA  359 

P40/P90_FH        AAVTDSQQ -SGH-NSGLVSLAQRSTTVAVQKS------------D--------------- 331 

                  *. :.* * .*  .*** ** : *: *:*  *                              

P40/P90_M129      TAAVSVNRTASDTATFSKYLNTAQALHQMGVIVPGLEKWGGNNGTGVVASRQDATSTNLP  419 

P40/P90_FH        --SSGSQGQGTTDNKFQKYLNTAQALHQMGVIVPSLETWPGKPSTGIATRAGGGVSV --- 386 

                    : . :  .:   .*.*****************.**.* *: .**:.:   ...*.     

P40/P90_M129      HAAGASQTGLGTGSPREPALTATSQRAVTVVAGPLRAGNSSETDALPNVITQLYHTSTAQ  479 

P40/P90_FH        -------------------------------- QAATRQSSSTNEDLPNVITQLYHTSTSQ  414 

                                                         .** .: *************:* 

P40/P90_M129      LAYLNGQIVVMGSDRVPSLWYWVVGEDQESGKATWWAKTELNWGTDKQKQFVENQLGFKD  539 

P40/P90_FH        LAYLNGQIVVMGSNAVPSLWYWVVDERTTSGRATWWAHTELNWGTDKQKQFVENQLGFKD  474 

                  *************: *********.*   **:*****:**********************  

P40/P90_M129      DSNSDSKNSNLKAQGLTQPAYLIAGLDVVADHLVFAAFKAGAVGYDMTTDSSASTYNQAL  599 

P40/P90_FH        DSNSS --LTNFKSQGLTQPAYLIAGLDVVQDHLVFAAFKAGAVGYDMTTDSNASTKDQAL  532 

                  ****.   :*:*:**************** *********************.*** :***  

P40/P90_M129      AWSTTAGLDSDGGYKALVENTAGLNGPINGLFTLLDTFAYVTPVSGMKGGSQNNEEVQTT  659 

P40/P90_FH        AWSTTAGLDSDGGYKALVENTAGLNGPINGLFTLLDTFAYVTPVSGMKGGSQNNEEVQTT  592 

                  ************************************************************  
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P40/P90_M129      YPVKSDQKATAKIASLINASPLNSYGDDGVTVFDALGLNFNFKLNEERLPSRTDQLLVYG  719 

P40/P90_FH        YPVKSDQKATAKIASLINASPLNSYGDDGVTVFDALGLNFNFKLNEERLPSRTDQLLVYG  652 

                  ************************************************************  

P40/P90_M129      IVNESELKSARENAQSTSDDNSNTKVKWTNTASHYLPVPYYYSANFPEAGNRRRAEQRNG  779 

P40/P90_FH        IVNESELKSARENAQSTSDDNSNTKVKWTNTASHYLPVPYYYSANFPEAGNRRRAEQRNG  712 

                  ************************************************************  

P40/P90_M129      VKISTLESQATDGFANSLLNFGTGLKAGVDPAPVARGHKPNYSAVLLVRGGVVRLNFNPD  839 

P40/P90_FH        VKISTLESQAT DGFANSLLNFGTGLKAGVDPAPVARGHKPNYSAVLLVRGGVVRLNFNPD  772 

                  ************************************************************  

P40/P90_M129      TDKLLDSTDKNSEPISFSYTPFGSAESAVDLTTLKDVTYIAESGLWFYTFDNGEKPTYDG  899 

P40/P90_FH        TDKLLDSTDKNSEPISFSYTPFGSAESAVDLTTLKDVTYIAESGLWFYTFDNGEKPTYDG  832 

                  ************************************************************  

P40/P90_M129      KQQQVKNRKGYAVITVSRTGIEFNEDANTTTLSQAPAALAVQNGIASSQDDLTGILPLSD  959 

P40/P90_FH        KQQQVKNRKGY AVITVSRTGIEFNEDANTTTLSQAPAALAVQNGIASSQDDLTGILPLSD  892 

                  ************************************************************  

P40/P90_M129      EFSAVITKDQTWTGKVDIYKNTNGLFEKDDQLSENVKRRDNGLVPIYNEGIVDIWGRVDF  1019 

P40/P90_FH        EFSAVITKDQTWTGKVDIYKN TNGLFEKDDQLSENVKRRDNGLVPIYNEGIVDIWGRVDF  952 

                  ************************************************************  

P40/P90_M129      AANSVLQARNLTDKTVDEVINNPDILQSFFKFTPAFDNQRAMLVGEKTSDTTLTVKPKIE  1079 

P40/P90_FH        AANSVLQARNLTDKTVDEVINNPDILQSFFK FTPAFDNQRAMLVGEKTSDTTLTVKPKIE  1012 

                  ************************************************************  

P40/P90_M129      YLDGNFYGEDSKIAGIPLNIDFPSRIFAGFAALPSWVIPVSVGSSVGILLILLILGLGIG  1139 

P40/P90_FH        YLDGNFYGEDSKIAGIPLNIDFPSRIFAGFAALPSWVIPV SVGSSVGILLILLILGLGIG 1072 

                  ************************************************************  

P40/P90_M129      IPMYKVRKLQDSSFVDVFKKVDTLTTAVGSVYKKIITQTSVIKKAPSALKAANNAAPKAP  1199 

P40/P90_FH        IPMYKVRKLQDSSFVDVFKKVDTLTTAVGSVYKKIITQTSVIKKAPSAL KAANNAAPKAP 1132 

                  ************************************************************  

P40/P90_M129      VKPAAPTAPRPPVQPPKKA  1218 

P40/P90_FH        VKPAAPTAPRPPVQPPKKA  1151 

                  ******************* 
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image1.png
Protei L tag® Aminoacid  Amino acid Type of Amino acid Localization in
rotein - Locustag” ength? position® variation® variation? gliding machinery
383 Substitution N-D
CpsG C985_0069 554 Paired plates
528 Substitution N-K
299 Substitution P-S
TopJ C985_0118 910 339 Substitution I-T Bowl complex
804 Substitution V-F
153-154 Insertion  DPNAYTDPNAYVDPNAYQ
P65 C985_0314 405 Terminal button
169 Substitution P-H
30 Substitution C-R
282 Substitution T-A
HMW2 C985_0315 1818 Paired plates
441 Substitution R-Q
997 Substitution R-K
P41 C985_0316 357 71 Substitution I-s Bowl complex
P24 C985_0317 218 187 Substitution V-A Bowl complex
399 Substitution C-R
Lon C985_0338 795 Bowl complex
434 Substitution V-A
MPN387 C985_0390 358 - - - Bowl complex
81 Substitution S-P
HMW1  C985_0450 1018 296 Substitution AT Paired plates
468 Substitution Q-P
HMW3  C985_0455 672 492 Substitution AT Terminal button
P30 C985_0456 274 195 Substitution P-s Cell surface
108 Substitution D-G
150 Substitution H-Q
P200 C985_0578 1036 514 Substitution S-P Bowl complex
71 Substitution P-T
795 Substitution S-F
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