Supplementary Figure 1. Clustal W multiple sequence alignment of the aminoacidic sequence
translated from the three putative genes where non-conservative mutations have been identified. (A)
Large-conductance mechanosensitive channel protein MscL. (B) Ndh, NADH dehydrogenase,
FAD-containing subunit; DocX, Uncharacterized membrane protein YphA, DoxX/SURF4 family.
(C) FoF1-type ATP synthase, alpha subunit. The pictures before the alignments derive from the
output of the NCBI Conserved Domain Database search (https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi).
The vertical red arrows indicate the position of the mutation. Clustal W symbols: "*" means that the

residues or nucleotides in that column are identical in all sequences in the alignment; ":" means

conserved substitutions.
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Specific hits

Superfanilies MscL superfamily

DG_DSM MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 1 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 2 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 3 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 4 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 5 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 6 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG 7 MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG_F MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKNLINPILSMFAGKADLSGLYFTIL

DG_gliC MLKEFQKFIMRGNVLDLAVGVIIGSAFTGLVTSLTKKLINPILSMFAGKADLSGLYFTIL
KAKRKA AR A A KA A AR AR AR AR A A A AR A A AR A A AKX Ak kK . KAk KkAk kA kA hAkA XA AAk Ak kA hkk kA Kk kx%k

DG_DSM GAKFTYGNFINDVLNFLIIAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 1 GAKFTYGNFINDVLNFLITAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 2 GAKFTYGNFINDVLNFLIIAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 3 GAKFTYGNFINDVLNFLITAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 4 GAKFTYGNFINDVLNFLIIAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 5 GAKFTYGNFINDVLNFLITAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 6 GAKFTYGNFINDVLNFLIIAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG 7 GAKFTYGNFINDVLNFLITAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG_F GAKFTYGNFINDVLNFLIIAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD

DG glic GAKFTYGNFINDVLNFLITAFVVFLLVKGINRILPSKPAKPAGPTQEELLTEIRDLLKQD
KA KA AR AR A A A A AR AR AR A A I A AR AR A A I A A NI A A A A A A AR A A A Ak kA kA Ak ko kKK

DG_DSM QQv

DG 1 QQV

DG_2 ooV

DG 3 QQV

DG_4 ooV

DG_5 QQV

DG_6 ooV

DG_7 QQV

DG_F ooV

DG glic QQV

* % %


https://www.ncbi.nlm.nih.gov/Structure/cdd/wrpsb.cgi

(B)

1 7 150 228 300 378 l 450 528 800 632

Query seq,

Specific hits
Superfanilies Ndh superfamily Dox¥_3 superfamily

DG glic MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG _F MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 7 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 6 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 5 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 4 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 3 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 2 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG 1 MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED
DG_DSM MAKTNIVVVGAGFAGVYATKHLAKHYKRNKDVTITLIDRHSYFTYVTELHETIAADRVPED

KA KA AR AR A A A A AR A AR A A A AR AR A IR A A A AR A A A A A A AN A A AR A A A A A Ak A Ak, kK
DG glic ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSEFPYDYVILGIGSQPNDFGTPG
DG F ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSFPYDYVILGIGSQPNDEGTPG
DG 7 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSEFPYDYVILGIGSQPNDFGTPG
DG 6 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSFPYDYVILGIGSQPNDEGTPG
DG 5 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSEFPYDYVILGIGSQPNDFGTPG
DG 4 ATQYDLOQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSFPYDYVILGIGSQPNDEGTPG
DG 3 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSEFPYDYVILGIGSQPNDFGTPG
DG 2 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSFPYDYVILGIGSQPNDEGTPG
DG 1 ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSEFPYDYVILGIGSQPNDFGTPG
DG DSM ATQYDLQRLENRRKNVKVVTDNVTGIDRDKKEVVTENGSFPYDYVILGIGSQPNDEGTPG

KA AR AR A AR AR A AR A AR A A A AR A KR A IR A AR AR A AR A AR AR AR A A A A AR A A A A A AR Ak kK
DG glic VAEHGFTLGKWEDATIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGEFTGTETIGELR
DG F VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG 7 VAEHGFTLGKWEDATIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGEFTGTETIGELR
DG 6 VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG 5 VAEHGFTLGKWEDATIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGEFTGTETIGELR
DG 4 VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG 3 VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG 2 VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG 1 VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR
DG DSM VAEHGFTLGKWEDAIRLKRHIEDVVRRGSEEHDPAKRKALLSIVIVGSGFTGTETIGELR

KA AR AR A AR AR A AR A AR A AR AR AR A AR A AR AR A AR A A A AR A AR A A A AR A A A AR A A XAk kK
DG glic DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG_F DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 7 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 6 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 5 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 4 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 3 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 2 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG 1 DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV
DG_DSM DWRDTLAKQYKLDPNEIQFSLMEMAPTIMNMLDRSDADKAERYMEKRGIKVMKNTGVVGV

hokkkk Ak kkkhkhkhk kA KKk kkhkhkk kA Ak kkkhkhkk kKK kkkhkhkk kX Kk kokkkkk* & % % Kk Kk*
DG glic HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG_F HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 7 HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 6 HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 5 HEDHVDLKDGSTFPTCTLVWTAGVKATDOQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 4 HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 3 HEDHVDLKDGSTFPTCTLVWTAGVKATDOQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 2 HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG 1 HEDHVDLKDGSTFPTCTLVWTAGVKATDOQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV
DG_DSM HEDHVDLKDGSTFPTCTLVWTAGVKATDQAKDFGLKQGRAGRILVKNNMESQDDPSIYVV

hokkkkkkkkkkhkhk kA Ak kkkhkhkkk kA kkkkhkhkkk kK kkkkkkkx kK Kk okkkkk k&% %Kk Kk*
DG glic GDVSLVDQODGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
DG:F GDVSLVDQODGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
DG 7 GDVSLVDQDGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
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GDVSLVDQODGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
GDVSLVDQDGTGKGQPQIVQGAEATALTALTNIEAKLENKQOQVEYKANYSGFMVSLGSKY
GDVSLVDQODGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
GDVSLVDQDGTGKGQPQIVQGAEATALTALTNIEAKLENKQOQVEYKANYSGFMVSLGSKY
GDVSLVDQODGTGKGQPOQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY
GDVSLVDQDGTGKGQPQIVQGAEATALTALTNIEAKLENKQOQVEYKANYSGFMVSLGSKY
GDVSLVDQODGTGKGQPQIVQGAEATALTALTNIEAKLENKQQVEYKANY SGFMVSLGSKY

KA KA AR AR A A A A AR A AR A A A AR AR A IR A A A AR A A A A A A AR AR AR A A A A A Ak A A A,k K

GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMERGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMERGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS
GVANIMGWLHLSGFFAMLMKHLVNMLYFIQVYSGYYLFQYFMHEFFRTRNGRNMEFRGHLS

KA AR AR A AR A AR AR A AR A A A AR A KR A IR A AR AR A AR A AR AR AR A A AR AR A AR AR A AR Ak kK

ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLOQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLOQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLOQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLOQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLQPAATSGASAAGADA
ROGNVLWTLPARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLOQPAATSGASAAGADA
ROGNVLWTLRARLTLGAMWLIDCWPKIQGKESWEFIDKLRLPFTWLQPAATSGASAAGADA

hhkrkhkhkhkkhhkd Ahkhkhhhkrhkhkhhhkhhkhkhhkrhkkhkrhdkhhhkrhkhkhhkrhkhkrhkkrhkhkrkkhkhdxhkxk

TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEMQKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEFMQOKA
TSAATGAAAGAAKATKTVESLSYQYGNDPMMVFEKMPNWYYSITKALIPNQQVAFEMQOKA

hhkhhkhkhkhhkhkhk Ak hhkrhhkrhhkhkhhkhhkhkhhkrhkhkrhhkhkhhkrhkhkhhkrhkhkrhkkrkhhkrkhhkhkxhkxk

MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVECLSGMEYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVECLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVECLSGMEYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVECLSGMEYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMEFYWVNIWMIPMAFACMNGSGRAF
MTIMEILIGLALVAGLFTWLTSAATIAFVGVEFCLSGMFYWVNIWMIPMAFACMNGSGRAF
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GLDKWVVPYLOKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLQKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLOKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLQKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLOKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLQKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLOKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLQKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLOKVFGKWRYGTPRSLYGTDTLK
GLDKWVVPYLQKVFGKWRYGTPRSLYGTDTLK
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Query seq.
Specific hits
Superfanilies

DG glic
DG F
DG 7
DG 6
DG 5
DG 4
DG 3
DG 2
DG_DSMZ
DG 1

DG glic
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DG 4
DG 3
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DG_DSMZ
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DG glic
DG F
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DG_6
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DG 4
DG_3
DG 2
DG_DSMZ
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DG glic
DG F
DG_7
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DG 4
DG 3
DG 2
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AtpA superfamily

VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFEFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFEFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFEFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFEFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFEFSN
VNRMSIKTEEISSLIKKQLEGYQDDLAAEEVGTVTYIGDGIARATGLENAMANELLQFSN

hhkhhkhkhk kA hk Ak hkhkhkhkrhhkhkhhkhhkhkhhkrhhkrhhkhkhhkrhkhkhhkrhkhkrhkkrhhkrkkhkkkxxkxk

GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG
GSYGMALNLETNDVGIIILGDFDEIREGDQVKRTGRIMEVPVGDAMIGRVVNSLGQPVDG

KA AR AR A AR A AR AR A AR A A A AR A KR A IR A AR AR A AR A AR AR AR A A AR AR A AR AR A AR Ak kK

LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQORELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLOQTGLKAIDALVPIGRGQRELIIGDRKTGKTS
LGAIKTDKTRPIEFKAPGVMQRKSVSEPLQTGLKAIDALVPIGRGQRELIIGDRKTGKTS

KA AR AR A AR AR A AR A AR A A A AR AR A AR A AR AR A AR A A A AR A AR A A A AR A A Ak A A Ak Ak kK

IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IATIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IAIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
IAIDTILNQKDONMICVYVAIGQKDSTVRAQVETLKKYGAMDYTIVLTAGPSEPAPMLYI
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APYAGAAMGEEFMYNGKHVLIVYDDLSKQATSYRELSLLLRRPPGREAYPGDIFYTHSRL
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