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G27-babC
KH-k17
KH-k241
AH-J58
AH-J68
AH-J44
AH-J75
AH-B147
AH-B175A
AH-B201A
AH-B253A
AH-B269A
AH-B279A
AH-B212A
AH-B234A
AH-B301A

MKKHILSLALGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDRYESLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLALGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTINTKGIQELSDRYESLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLALGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDRYESLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLALGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVKNTKGIQQLSDNYEKLNNLLNNYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKT---LLLSLSLSFLLHAEDDGEYTSVGYQIGEAAQMVKNTKGIQQLSDNYEKLNNLLNNYSTLNTLIKLSADPSAISGAINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGTINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVKNTKGIQELSDNYEKLNNLLNSYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLNSYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKINS
MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLNRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSALSAEDDGEYTSVGYQIGEAAQMVKNTKGIQELSENYEKLNNLLTKYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLTLGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTINTKGIQELSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLALGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQDLSDRYESLNNLLTKYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKENS
MKKHILSLTLGSLLVSALSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGAVNNLNAGATGLLEEKTNS
MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLTKYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS
MKKHILSLALGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQQLSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKINS

Consensus

MKKHILSLTLGSLLVSTLSAEDDGEYTSVGYQIGEAAQMVTNTKGIQELSDNYEKLNNLLTRYSTLNTLIKLSADPSAVSGAINNLNAGATGLLKEKTNS

101 150 200

G27-babC
KH-k17
KH-k241
AH-J58
AH-J68
AH-J44
AH-J75
AH-B147
AH-B175A
AH-B201A
AH-B253A
AH-B269A
AH-B279A
AH-B212A
AH-B234A
AH-B301A

PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTEGGPGSVVESNEPGOKSTQITCNRYEATGPGKSMSIDEFKKLNEAYQITQOALKNQHGFPELGGNSTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTEGGPGSVVESNEPGOKSTQITCNRYEATGPGKSMSIDEFKKLNEAYQITQOALKNQHGFPELGGNSTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTEGGPGSVVESNEPGOKSTQITCNRYEATGPGKSMSIDEFKKLNEAYQITQQOALKNQHGFPELGGNSTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNDTGSGPGSVIFNEQPGOGSTTIICNRYESVGPGKSMSIEEFKKLNEAYQITQQALKQONGEFPELGONGTS
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGGGPGSVIFNGQPGONSTAITCNRFEATGPGKSMSIDEFKKLNEAYQITQQOALKEGNGFPVLDGEGTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGGGPGSVVENDQPGODSTQITCNRYESTGPGKSMSIPEFKKLNEAYQITQQOALKKQTGFPELGGNGTS
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGGGPGSVIFDGQPGQOGSTSITCNRFEATGPGKSMSIDEFKKLNEAYQITQQOALKKQRGFPELGESGTS
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGSGPGSVVEFNEEPGOKSTAITCNRFESTGPGKSMSIDEFKKLNEAYQITQQALKNQSGFPELGSNGTE
PAYQAVFLALNAAVGLWNTIGYAVMCGNGNGTGSGPGSVIFNNQPGOSSTNITCNRFEPTGPGKSMSIDEFKKLNKAYQITQQALKEGKGEFPELGENGTT
PAYQAVSLVLNAAVGLWNTIGYAVMCGNGNGTDSGPGSVIFNKQPGOGSTKITCNRYEATGPGKSMSIDEFKKLNEAYQITQOALKDONGEFPELGGNGTS
PAYQAVSLALNAAVGLWNTIGFAVMCGNGNDTDSGPGSVVENGEPGEHSTAITCNRFESTGPGRSMSIPEFKKLNEAYQITQQOALNRONGFPELGNNGTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGSGPGSVIFNGEPGQGSTAITCNRFEATGPGKSMSIDEFKKLNEAYQITQQOALKKGSGFPELGGNGTN
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGSGPGSVIFNGQPGQOGSTQITCNRFESTGPGKSMSIDEFKKLNEAYQITQOALKTQSGFPELGENGKN
PAYQAVFLALNAAVGLWNTIGYAVMCGNGNGTGGGPGRVIFNGQPGAHSTHIICDRYEATGPGKSMSIDEFKKLNEAYQITQOALKNRDGEFPELGGKGTS
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNNTGGGPGSVIFKGQPGONSTAITCDRYESTGPGKSMTIDEFKKLNEAYQITQOALKGG-GFPELGNSGTK
PAYQAVSLALNAAVGLWNTIGYAVMCGNGNDTGSGPGSVVESGEPGENSTQITCNRYESTGPGKSMTIDEFKKLNEAYQITQOALERGNGFPELGGNGTK

Consensus

PAYQAVSLALNAAVGLWNTIGYAVMCGNGNGTGSGPGSVIFNGQPGQ ST ITCNRYEATGPGKSMSIDEFKKLNEAYQITIQQALK Q GFPELGGNGT




201 | -VR1- | 250 300

G27-babC VIVEYEYECKQONNN--GNNINDGVNQEFCRAKNGSSSSGS——--NDTSTQTTTODGVTITTTYSN----NKATVNEFSITNNAQELLNQAANIMOVLNTQCPL
KH-k17 VIVEYEYECKQONNN--GNNINDGVNQEFCRAKNGSSSSGS——--NDTSTQTTTODGVTITTTYSN----NKATVNEFSITNNAQELLNQAANIMOVLNTQCPL
KH-k241 VIVEYEYECKQONNN--GNNINDGVNQFCRAKNGSSSSGS——--NDTSTQTTTODGVTITTTYSN--—--NKATVNESITNNAQELLNQAANIMOVLNTQCPL
AH-J58 VSVNYHYECKQIN----SEINGGVNQFCQAKNGSSSNGSSSSNGTSTQTTTODGVTITTKYKD----NKATVLESITNNAQELLNQAANIMOVLNTQCPL
AH-J68 VIVKYTYECQEAKD---SKINNGVDQFCQAKNSSGSSNHNGSNGTSTQTTTODGVAITTTYNN----NKATVNESIINNAQQLLNQAANIMOVLNTQCPL
AH-J44 VNVEYGYECKQKDD-SDSSISGGVNQFCQAEHGS---GT---NGNSTTTTTODGVAITTTYHN----NNATVNFQIINNAQELLNQAANIMOVLNTQCPL
AH-J75 VNVSYKYECKQENR--——— TNGGVSQFCQAKSQAKNGSS-—-NGNGTTTTIQDGVTITTTYNN---KDKATVSFGITNNAQQLLNQAANIMQVLNTQCPL
AH-B147 VKVNYTYECKQTS——---- NINGGVNQEFCQK-NGSS—-—-—--- GSNSTSTQTTNQDGVTITTTYND----HKATVNENITNNAQELLNQAANIMQVLNTQCPL
AH-B175A VNVKYEYECEQQTD---S-INGGVNQFCQAKNGSGS——-———— NSTSKOMTNQDGVAITTIYNN----NKAIVTEFSITNNAQQLLNQAANIMQOVLNTQCPL
AH-B201A VNITYEYKCEQT----- ADINGGVSQFCRAKNGSS--GSNGSNGTSTQITTODGVTITTTYSD-—-—--NNATVNEFSITNNAQELLNQAANIMQVLNTQCPL
AH-B253A VNVKYEYECKQKNQ----AINGGVNQFCEAKNGSS-—-—--- G-—--TSTQTTTODGVTITTTYGG----NKATVEFDITNNAEQLLNQAANIMQVLNTQCPL
AH-B269A VNVNYTYECRHNNNNNDNNINGGVNQEFCQAKNGSSGTSGSDSNSSSTQTTTODGVMITTTYSD----NKATVNESITNNAEQLLNQAANIMOVLNTQCPL
AH-B279A VNVSYEYECKQTS——---- DINGGVDQFCQVKNGSSGTG-—-——-———— TOQTTNQDGVAITTTYNN-—---NKATVNENITNNAQQLLNQAANIMQVLNTQCPL
AH-B212A VSVSYEYECKQSNDSNDSSINGGVNQEFCQTKNGSS——-—-- GSNGSDVQTTTQODGVKIITEYRN----NKATVNEFSITNNAQQLLNQAANIMQVLNTQCPL
AH-B234A VNVEYEYECNQKNN--—--- INGGVDQFCRAKNGSSSSSSG-TNGTSTQTTTODGVTITTTYHNNNNNNSATVKEDITNNAEQLLNQAANIMOVLNTQCPL
AH-B301A VEIKYNYECNQTANNQDANINGGVNQFCKAKN--=-—-—=-————— GNTTQTTTODGVTITTTYNN-—-—--NKAIVNESITNNAQQLLAQAANIMOVLNTQCPL
Consensus VNV YEYECKOQ N INGGVNQFCQAKNGSS S NGTSTQTTTQDGVTITTTY N NKATVNEFSITNNAQQLLNQAANIMQOVLNTQCPL

301 350 400
G27-babC VRSTHDENNAGNGNPWGLSTSGNACQIFQQOEFSQVTSMIKNAQEIVAQSQIANANQKAETIANPSNENPEFTDASFAQSMLKNARAQAEMENLAEQVKKNLE
KH-k17 VRSTHDENNAGNGNPWGLSTSGNACQIFQQOEFSQVTSMIKNAQEIVAQSQIANANQKAETIANPSNENPEFTDASFAQSMLKNARAQAEMENLAEQVKKNLE
KH-k241 VRSTHDENNAGNGNPWGLSTSGNACQIFQOEFSQVTSMIKNAQEIVAQSQIANANQKAEIANPSNENPEFTDASFAQSMLKNARAQAEMENLAEQVKKNLE
AH-J58 VRSMHDVNAKGDGQPWSLSTTGNACTIFQOEFSQVTSMIKNAQEIVAQSKIANANQKAEISNPSNENPYTDASESQSMLKNARAQAEMENLAEQVKKNLE
AH-J68 VRSTSNENRPGNGSPWGLTTGGDACQIFQQOEFSQVTSMIKNAQEITAQSKIANAKQQAETIANPSNENPEFTDASFAQSMLKNARAQAEMENLSEQVKKNLE
AH-J44 VRSSHDONASGDGRPWGLSTSGNACQIFQOEFSQVTSMIKNAQEIVAQSQIANANQKAEISNPSNENPEFTDASFAQGMLKNAQAQAEMENLSEQVKKNLE
AH-J75 VRSKNNENVQGDGSPWGLSTSGDACQIFQQOEFSQVTNMIKNAQEIVAQSQIANANONAETIANPSNENPEFTDASFAQSMLKNARAQASMENLAEQVKKNLE
AH-B147 VRSMYNENVPGGGQPWSLSTSGDACQIFQOEFSQVTSMIKNAQE IVAQSKIANANONAETHNPSNENPEFTDASFAQDMLKNARAQAEMENLAEQVKKNLE
AH-B175A VRSRHDENNAGDGSPWGLSTSGNACTIFKQOEFSQVTSMIKNAQEIVVQSEIANTNONAQIHNPSNENPEFTDASEFAQGMLANARAQAEMENLAEQVKKNLE
AH-B201A VRSRHNENASGDGSPWGLSTSGDACQIFQOEFSQVTSMIKNAQE IVAQSKIANANQOQAEIANPSNENPETDASFAQDMLKNARAQAEMENLAEQVKKNLE
AH-B253A VRSTNNENKPGGGQPWGLSTHGNACQIFQQOEFSAVTSMIKNAKEIVAQSKIANANQKVEIANPSNENPFTDASFAQDMLKNARAQAEMENLAEQVKKNLE
AH-B269A VRSTHDVNASGDGQPWGLTTSGDACQIFQQOEFSQVTSMIKNAQEIVAQSKIANANQOQAETHNPSNENPFTDASFAQSMLKNARAQAEMLNLAEQVKKNLE
AH-B279A VRSTNDVNTPGGGQPWGLSTSGDACQIFQOEFSQVTSMIKNAQEIVAQSKIANANQQAEISNPSNENPEFTDASEFAQDMLKNARAQASMENLAEQVKONLE
AH-B212A VRSMYHVNNVGDGSPWGLSTSGNACTIFQOEFSQVTSMIKNAQEIVAQSQIANANRRAEISNPSNENPEFTDASEFAQSMLKNARAQAEMENLAEQVKKNLE
AH-B234A VRSTHSENAQGDGKPWGLSTSGNACQIFQQOEFSQVTSMIKNAQEIVAQSKIANNNQQAETIANPSSENPYTDAGFAQSMLKNAQAQASMENLAEQVKKNLE
AH-B301A VRSTNNANAPGDGRPWGLSTSGNACQIFQOEFSQVTSMIKNAQE IVAQSKIANANQKAEITNPSNENPEFTDASFAQSMLKNAQAQAEMENLAEQVKKNLE
Consensus VRSTHDEN GDGQPWGLSTSGNACQIFQQEFSQVTSMIKNAQEIVAQSKIANANQQAEIANPSNENPEFTDASFAQSMLKNARAQAEMENLAEQVKKNLE




401 | -VR2- | 450 500

G27-babC VMONNNNVNAELSGFGKGMTNEVSAFLASCRNGGGTLPNEGVTSNTWGAGCAYVGETISALNNSIAHFGTQEQOIQQOAENIADTLVNFKSRYSELGNTYN
KH-k17 VMONNNNVNAELSGFGKGMTNEVSAFLASCRNGGGTLPNEGVTSNTWGAGCAYVGETISALNNSIAHFGTQEQOIQQOAENIADTLVNEFKSRYSELGNTYN
KH-k241 VMONNNNVNAELSGEFGKGMTNEVSAFLASCRNGGGTLPNEGVTSNTWGAGCAYVGETISALNNSIAHFGTQEQOIQQOAENIADTLVNFKSRYSG-——-—-—
AH-J58 VMONNNNV-KE----GKGTTNEVSAFLANCHNGGGTLPNAGVTSNTWGAGCAYVGETITALNNSIAHFGTEAQOQIQQAADIADTLVNEFKSRYSELGNTYN
AH-J68 VMONNNNVNKKLSGEFGEGMTNEVSAFLASCKGDG-TLPNEGVTEFNTWGAGCAYVGETITALTNSIAHFGTQAEQIQOQAENIADTLVNEFKSRYSELGNTYN
AH-J44 VMONNNNV----GGFGEKMTNFVSAFLASCKDGGGTLPNQGVTSNTWGAGCAYVQETITALNNSIAHFGTQAQOIQQOAENIADTLVHFKSRYNELGNTYN
AH-J75 VMONNNNVDANLSGEFGKGMTNEVSAFLASCKDGG-TLPNEGVTSNTWGAGCAYVEETITALTNSIAHFGTQAEQIQQAENIADTLVNFKSRYSELGNTYN
AH-B147 VMONNNNVII-—--- DGKATNEVSAFLATCKVDG-TLPTAGVTSNTWGAGCAYVGETITALNNSIAHFGTQEQQIEQAENIADTLVNFKSRYSELGNTYN
AH-B175A VMONNNNVNVNLSRLGERMTNEVSAFLASCRDDG-TLPDQGVTSNTWGAGCAYVGETITALNNSIAHEGTQAQOIQOQAENIADTLVNEFKSRYSELGNTYN
AH-B201A VMENIT-V--TGY--GN-NQONEFVSAFLASCKADG-TLPNHGVTSNTWGAGCAYVEETISTLNNSIAHFGTQEQOIQOQAENIADTLVNEFKSRYSELGNTYN
AH-B253A VMKNNNNVTI-——-- EGKATNEFVSAFLASCKADG-TLPNAGVTSNTWGAGCAYVGETITALTNSIAHFGTQEQOIQQOAENIADTLVNFKSRYSELGNTYN
AH-B269A VMONNNNVNAELSGFGTGMTNEVSAFLASCKNGG-TLPNEGVTRSTWGAGCAYVGETITALNNSIAHFGTQAQOIQQOAENIADTLVNFKSRYNELGNTYN
AH-B279A VMENNNNVT----GFGSGMTNFVSAFLATCKVDG-TLPNAGVTSNTWGAGCAYVGETITALNNSIAHFGTQAQOIQQAENIADTLVNFKSRYNELGNTYN
AH-B212A VMONNNNVKI-—---- DGGLTNEVSAFLASCRHDG-TLPNAGVTNNTWGAGCAYVGETISALTNSIAHFGTQAEQIQQOAENIADTLVNFKSRYSELGNTYN
AH-B234A VMONNNNVDAGLSGEFGKGMTNEVSAFLASCKDGG-TLPDAGVTSDTWGAGCAYVQETITALTNSIAHFGTQAEQIQQAENIADTLVNEFKSKYSELGNTYN
AH-B301A VMONNNNVNKKLSGFGEGMTNEFVSAFLASCRDDG-TLPNAGVTSNTWGAGCAYVGETITALTNSIAHFGTQEQOIQQOAKNIADTLVNFKSRYNELGNTYN
Consensus VMONNNNV LSGFG GMTNFVSAFLASCK GG TLPN GVTSNTWGAGCAYVGETITALNNSIAHFGTQAQQOIQQAENIADTLVNEFKSRYSELGNTYN
501 550 600
G27-babC SITTALSSIPNGSSLONVVSKKNNPYSPOGIETNYYLNONSYNQVQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
KH-k17 SITTALSSIPNGSSLONVVSKKNNPYSPOGIETNYYLNONSYNQVQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
KH-k241 = @ o KVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGFED
AH-J58 SITTALSSIPNAQSLONAVSKKNNPYSPOGIETNYYLNONTYNQIQTINQELGRNPEFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-J68 SITTALSSIPNVQSLONVVGKKNNPYSPOGIDTNYYLNONAYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-J44 SITTALSKVPNAQNLONVVGKKNNPYSPOQGIDTNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
AH-J75 SITTALSKVPNAQSLONVVSKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFEFGOKRKWGARYYGEED
AH-B147 SITTALSKVPNAQSLONAVSKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
AH-B175A SITTALSSIPNAQSLONAVNKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
AH-B201A SITTALSSIPNAQSLONAVSKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPEFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
AH-B253A SITTALSKVPNAQSLONAVSKKNNPYSPOGIDTNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-B269A SITTALSSIPNAQSLONAVSKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPEFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-B279A SITTALSSIPNAQALONAVSKKNNPYSPOGIETNYYLNONTYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-B212A SITTALSSIPNAQSLONAVSKKNNPYSPOGIETNYYLNONSYNQIQTINQELGRNPEFRKVGIVSSQTNNGAMNGIGIQVGYKQOFFGOKRKWGARYYGEED
AH-B234A SITTALSNIPNAQSLONVVSKKNNPYSPOGIETNYYLNONSYNQVQOTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGEED
AH-B301A SITTALSKVPNAQSLONVVGKKNNPYSPOGIDTNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKOQFFGOKRKWGARYYGEED
Consensus SITTALSSIPNAQSLONAVSKKNNPYSPOQGIETNYYLNONSYNQIQTINQELGRNPFRKVGIVSSQTNNGAMNGIGIQVGYKQFFGOKRKWGARYYGFFED




601 650 700

G27-babC YNHAFIKSSEFENSASDVWTYGEFGADALYNFINDKATNELGKNNKLSVGLEFGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARSK

KH-k17 YNHAFIKSSEFENSASDVWTYGEFGADALYNFINDKATNELGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARSK

KH-k241 YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEFGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARSK

AH-J58 YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATVNNVYNAKLNVANFQFLENMGVRMNLARSK

AH-J68 YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATVNNVYNAKMNVANFQFLENMGVRMNLARPK

AH-J44 YNHAFIKSSEFENSASDVWTYGEFGADALYNEFINDKATNELGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLEFNMGVRMNLARPK

AH-J75 YNHAFIKSSEFENSASDVWTYGEFGADALYNFINDKATNEFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLEFNMGVRMNLARPK

AH-B147 YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNEFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATVNNVYNAKMNVANFQFLENMGVRMNLARPK

AH-B175A YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATVNNVYNAKMNVANFQFLENMGVRMNLARPK

AH-B201A YNHAFIKSSFENSASDVWIYGFGADALYNFINDKATNFLGKNNKLSVGLFGGIALSRHFMA* ————————————mmmmm e e e m e e e e

AH-B253A YNHAFIKSSEFENSASDVWTYGEFGADALYNEFINDKATNEFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLEFNMGVRMNLARPK

AH-B269A YNHAFIKSSEFENSASDVWTYGEFGADALYNEFINDKATNEFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLEFNMGVRMNLARPK

AH-B279A YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEFGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARSK

AH-B212A YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEFGGIALAGTSWLNSEYVNLATVNNVYNAKMNVANFQFLENMGVRMNLARPK

AH-B234A YNHAFIKSSFENSASDVWTYGEFGADALYNEFINDKATNFLGKNNKLSVGLEFGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARSK

AH-B301A YNHAFIKSSEFENSASDVWTYGEFGADALYNEFINDKATNELGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKLNVANFQFLEFNMGVRMNLARPK

Consensus YNHAFIKSSEFENSASDVWTYGEFGADALYNFINDKATNEFLGKNNKLSVGLEGGIALAGTSWLNSEYVNLATMNNVYNAKMNVANFQFLENMGVRMNLARPK
701 750

G27-babC KKGSDHAAQHGIELGLKIPTINTNYYSEFMGAELKYRRLYSVYLNYVFAY*

KH-k17 KKGSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFAY *

KH-k241 KKGSDHAAQHGIELGLKIPTINTNYYSEFMGAELKYRRLYSVYLNYVFEFAY*

AH-J58 KKGSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFEFAY*

AH-J68 KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFEFAY*

AH-J44 KKDSDHAAQHGIELGLKIPTINTNYYSEFMGAELKYRRLYSVYLNYVFAY*

AH-J75 KKGSDHAAQHGIELGLKIPTINTNYYSEFMGAELKYRRLYSVYLNYVFEFAY *

AH-B147 KKDSDHAAQHGIELGLKIPTINTNYYSEFMGAELKYRRLYSVYLNYVFEFAY *

AH-B175A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFEFAY*

AH-B201A = ————— e

AH-B253A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFAY *

AH-B269A KKDSDHVAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFAY *

AH-B279A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFAY *

AH-B212A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVEAY*

AH-B234A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVEAY*

AH-B301A KKDSDHAAQHGIELGLKIPTINTNYYSFMGAELKYRRLYSVYLNYVFAY *

Consensus KKDSDHAAQHGIELGLKIPTINTNYYSEMGAELKYRRLYSVYLNYVEAY

S3 Fig. Alignment of the amino acid sequences of 13 BabCs and 1 BabBC (AH-J68).



