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MSLLFSRCNS1VTVKKDKRHMAEVNASPLKHFVTAKKKING IFEQLGAY 1QESASFLEDTHRNTELDPVTTEEQVLDVKGYLSKVRG I SEVLARRHMKVA
MSLLFSRCNSIVTVKKDKRHMAEVNASPLKHFVTAKKKING I FEQLGAY 1 QESAGFLEDTHRNTELDPVTTEEQVLDVKGYLSKVRG I SEVLARRHMKVA
MSLLFSRCNS IVTVKKNKRHMAEVNASPLKHFVTAKKKING IFEQLGAY 1QESATFLEDTYRNAELDPVTTEEQVLDVKGYLSKVRG I SEVLARRHMKVA
MSLLFPRCNS 1VTVKKDKRHMAEVNASPLKHFVTAKKKING IFEQLGAY 1QESATFLEDTYRNAELDPVTTEEQVLDVKGYLSKVRG I SEVLARRHMKVA
MSLLFSRCNS 1VTVKKDKRHMAEVNASPLKHFVTAKKKING IFEQLGAY 1QESATFLEETYRNAELDPVTTEEQVLDVKGYLSKVRG I SEVLARRHMKVA
MSVLFSRPAIKVTTKKDKRFMAEVTASPLKHFVTAKKKING I FDQLGAYTQESYNFLEETYKNAELDPVASEEQVLEVKCYLTNVAG I SEVLARRHMKVA
MSLVFPRPNTSVIGKKDKRLMAEVNASPLKHFVTAKKKINGIFEQLGAYIKESSAFLEETYSNEELDPVTTEEQVAEVRGYLSKVAGIGEVLSRRHMKVV
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tripartite GTP-binding motif of the GTPase domain
FFGRTSNGKSTV INAMLWDKVLPSGIGHTTNCFLRVGGTDGHEAFLLTEGSEEKKSVKTVNQLAHALHQDEQLHAGSMVSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSTV INAMLWDKVLPSGIGHTTNCFLRVGGTDGHEAFLLTEGSEEKKSVKTVNQLAHALHQDEQLHAGSLVSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSTV INAMLWDKVLPSGIGHTTNCFLRVEGTDGHEAFLLTEGSEEKRSAKTVNQLAHALHQDKQLHAGSLVSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSTV INAMLWDKVLPSGIGHTTNCFLRVEGTDGHEAFLLTEGSEEKRSVKTVNQLAHALHQDEQLHAGSLYVSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSTV INAMLWDKVLLSGIGHTTNCFLRVEGTDGHEAFLLTEGSEEKRSVKTVNQLAHALHQDEQLHAGSLYSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSSV INAMLWDKVLPSGIGHTTNCFLRVEGTDGNDAYLLTDGSEEKRSVKTVNQLAHALHQDDLLDSGCMVSVMWPNSKCPLLKDDLVLMDS
FFGRTSNGKSSVINAMLWDKVLPSGIGHTTNCFLRVEGTDGNESFLLTEGSDERKSVKTVNQLAHALHQDEDLDAGSLVCVMWPKAKCALLRDDLVLVDS

TRk -k -k s -k dokkkkkkokokkkkk ok -k ok k- -k ok - ok - ek

PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKQFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVVDRAQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKQFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVVDRAQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKHFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVVDRSQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKQFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVVDRGQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKQFFHKVSERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVVDRGQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKQFFHKVNERLSRPNIFILNNRWDASASEPEYMEEVRRQHMERCTSFLVDELGVLDRTQAGDR
PGIDVTTELDSWIDKFCLDADVFVLVANSESTLMQTEKSFFHKVNERLSSPNIFILNNRWDASANEPEYMEEVRRQHMDRCTSFLVDELRVVDRSHAGDR

* - ** - ****

I1FFVSAKEVLSARVQKAQGMPEGGGALAEGFQVRMFEFQNFERQFEECI SQSAVKTKFEQHTVRAKQIAEAVRL IMDSLHIAAQEQRVYCLEMREERQDR
1FFVSAKEVLSARVQKAQGMPEGGGALAEGFQVRMFEFQNFERRFEECI SQSAVKTKFEQHTVRAKQIAEAVRL IMDSLHIAAQEQRVYCLEMREERQDR
IFFVSAKEVLNARIQKAQGMPEGGGALAEGFQVRMFEFQNFERRFEECISQSAVKTKFEQHTVRAKQIAEAVRL IMDSLHMAAREQQVYCEEMREERQDR
IFFVSAKEVLNARIQKAQGMPEGGGALAEGFQVRMFEFQNFERRFEECISQSAVKTKFEQHTVRAKQIAEAVRL IMDSLHIAAQEQRVYCLEMREERQER
I1FFVSAKEVLNARIQKAQGMPEGGGALAEGFQVRMFEFQNFERRFEEC I SQSAVKTKFEQHTVRAKQIAEAVRL IMDSLHIAAQEQRVYCLETREERQER
1FFVSAKEVLNARIQKAQGMPEGGGALAEGFQARMFEFQNFERRFEEC I SQSAVKTKFEQHTKRAKH IAEVLRQIMESVHVAAQEQRCLCLEKCEEFKDR
IFFVSAKEVLQARVQKAQGMPEAGGALAEGFQARMFEFQNFERRFEECISQSAVKTKFEQHTTRAKQISEALRLIMDSVHIAAQEQRIHCLEMKEEREDR
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coiled coil domain
LREIDKOQLELLAQDYKLRIKQITEEVERQVSTAMAEE IRRLSVLVDEYQMDFHPSPVVLKVYKNELHRHIEEGLGRNLSDRCSTATASSLQTMQQDMIDG
LREIDKQLELLAQDYKLR IKOMTEEVERQVSTAMAEE IRRLSVLVDEYQMDFHPSPVVLKVYKNELHRHIEEGLGRNMSDRCSTAIASSLQTMQQDMIDG
LKFIDKOLELLAQDYKLRIKQITEEVERQVSTAMAEE IRRLSVLVDDYQMDFHPSPVVLKVYKNELHRHIEEGLGRNMSDRCSTAITNSLQTMQQDMIDG
LREIDKOLELLAQDYKLRIKQITEEVERQVSTAMAEE IRRLSVLVDDYQMDFHPSPVVLKVYKNELHRHIEEGLGRNMSDRCSTAISSSLQAMQQDMIDG
LREIDKOLELLAQDYKLRIKQITEEVERQVSTAMAEE IRRLSVLVDEYQMDFHPSPVVLKVYKNELHRHIEEGLGRNMSDRCSTAITSSLQTMQQEMIDG
LEFIEKQLELLTEDYRFKIKL ITDEVERQVSNAMAEE IRRLSVLVDEFQLDFHPSPVVLKVYKNELHRHIEEGLGRNLSDRCSSVISVSLQTTQQEMIEG
LEFIDKQLDLLTLDCKSKIKKITEEVEKQVSNAMAEEIRRLAVLVDDFHMDFHPSPVVLKVYKNELHRHIEEGLGRNMSERCSSAITVALQTTQTDMIDG
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LKPLLPVSMRNQ IDMLVPRQCFSLSYDLNCDKLCADFQED IEFHFSLGWTMLVNRFLGPKNSRRALLGYSDQVQRPLPLTPANPSMPPLPQSSLTQEELM
LKPLLPVSVRNQ IDMLVPRQCFSLSYDLNCDKLCADFQED I EFHFSLGWTMLVNRFLGPKNSRRALLGYNDQVQRPLPLTPANPSMPPLPQGSLTQEELM
LKPLLPVSVRSQ IDMLVPRQCFSLNYDLNCDKLCADFQED I EFHFSLGWTMLVNRFLGPKNSRRALMGYNDQVQRP IPLTPANPSMPPLPQGSLTQEEFM
LKPLLPASVRSQ IDMLVPRQCFSLSYDLNCDKLCADFQED I EFHFSLGWTMLVNRFLGPKNSRRALMGYNDQVQRP IPLTPANPSMPPLPQGSLTQEELM
LKPLLPVSVRSQMDMLVPRQCFSLSYDLNCDKLCADFQED IEFHFSLGWTMLVNRFLGPKNSRRALMGYSDQVQRPMPLTPANPSMPPLPQGSLTQEELM
MMPLLPPTARTQMDLLVPRQCFNLSYDLSCDKLCADFQEDVEFHFSLGWTMLVNRFLGPKNGRRALMAYNDQVPRVMPLTPVNPSMPPMPQGSMTQEELM
LKPLLPITIREQVDKMVPRQCFALSYDLNCDKLCSDFQEDIGFHFSLGWTMLVNRFLGPKNTRRALMGYNDQVPRSLAITPVSTSMPPFPQGSMTQEELM
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transmembrane domain transmembrane domain
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSFGLYGLLYVYERLTWTTKAKERAFKRQFVEYASEKLQL I ISYTGSNCSHQVQQELSGTFAHLC
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSFGLYGLLYVYERLTWTTRAKERAFKRQFVEYASEKLQL I ISYTGSNCSHQVQQELSGTFAHLC
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSFGLYGLLYVYERLTWTTKAKERAFKRQFVEHASEKLQLV ISYTGSNCSHQVQQELSGTFAHLC
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSFGLYGLLYVYERLTWTTKAKERAFKRQFVEYASEKLQL I ISYTGSNCSHQVQQELSGTFAHLC
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSLGLYGLLYVYERLTWTTKAKERAFKRQFVEYASEKLQL I ISYTGSNCSHQVQQELSGTFAHLC
VSMVTGLASLTSRTSMG I LVVGGVVWKAVGWRL IALSFGLYGLLYVYERLTWTNKAKERAFKRQFVDYAAEKLQL 1VSYTGSNCSHQVQQELSSTFAHLC
VSMVTGLASLTSRTSMGIIVVGGVIWKAVGWRLIALSVGLYGLLYVYERLTWTTRAKERTFKRQFVDYASEKLQLIVSYTGSNCSHQVQQELASTFSQLC
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coiled coil domain in bright green 22 amino acids lacking
HR2 domain in pale green in aberrant cattle MFN2
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QQVDITRDNLEQE IAANNKKVEALDSLQSRAKLELRNKAGWLDSELNMF THQYLQPSR| 757
QQVD ITRDNLEQE I AAMNKKVEALDSLQSKAKLLRNKAGWLDSELNMF THQYLQPSR 757
QQVDVTRENLEQE I AAMNKK 1 EVLDSLQSKAKLLRNKAGWLDSELNMFTHQYLQPSR 757
QQVDVTRENLEQE IAAMNKK I EVLDSLQSKAKLLRNKAGWLDSELNMFTHQYLQPSR 757
QQVDVTRENLEQE IAAMNKK I EVLLDSLQSKAKLLRNKAGWLDSELNMFTHQYLQPSR 757
QQVDVTRENLEQD IDVLNKK I E I LDSLQSKAKLLRNKAGWLDSELNMFTHQYLQQS- 756
QQVDVTRQQLEDEIGDLNSKIEQLDTLQSKAKLLRNKAGWLDSELNVF 1QQYLQQGR 757
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