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B.taurus = —--————----- MATHGONCARPMCIPPSYADLGKAARDIFNKGFGF-GLVKLDVKTKSCSGVEFSTSGSSNTDTGKVTGTLETKYKWCEYGLTFTEKWNTDNTLGTEIA
S.scrofa =0 ——————-——--- MATHGQTCPRPMCIPPSYADLGKAARDIFNKGFGF-GLVKLDVKTKSCSGVEFSTSGSSNTDTGKVTGTLETKYKWCEYGLTFTEKWNTDNTLGTEIA
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H.sapiens IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKRECINLGCDVDEFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHT D-GTEFGGSIY
C.griseus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSAYKRECINLGCDVDEFDFAGPATHGSAVFGYEGWLAGYOMTFDSAKSKLTRSNFAVGYRTGDFQLHTNVNN-GTEFGGSTIY
B. taurus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSIY
S.scrofa IEDQICQGLKLTFDTTFSPNTGKKSGKIKS SYKRECVNLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSIY
M.mulatta IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSTIY
O.cuniculus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSIY
M.musculus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSAYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRSNFAVGYRTGDFQLHTNVNN-GTEFGGSIY
R.norvegicus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSAYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRSNFAVGYRTGDFQLHTNVNN-GTEFGGSIY
B.mutus IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKRECINLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSIY
M.brandtii IEDQICQGLKLTFDTTFSPNTGKKSGKIKSSYKREWINLGCDTDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFAVGYRTGDFQLHTNVND-GTEFGGSIY
X.laevis IEDQIAKGLKLTFDTTFSPNTGKKSGKVKAAYKQEYVNLGCDVDFDFAGPATHGSAVVGYEGWLAGYOMTFDSAKSKLTKNNFAVGYKTGDFQLHTNVND-GSEFAGSTY
C.mydas IEDQIAKGLKLTFDTTFSPNTGKKSGKIKS SYKRECVNLGCDVDFDFAGPATHGSAVVGYEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSTIY
A.platyrhynchos* IEDQIAKGLKLTFDTTFSPNTGKKSGKIKSAYKRECLNLGCDVDFDFAGPATHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFSVCYKTGDFQLHTNVND-GSEFGGSTIY
C.brachyrhynchos* IEDQIAKGLKLTFDTTFSFPNTGKKSGKIKSAYKRECVNLGCDVDFDFAGFPAIHGSAVFGFEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSIY
C.anna* IEDQIAKGLKLTFDTTFSPNTGKKSGKIKSAYKRECLNLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSIY
B.rhinoceros* IEDQIAKGLKLTFDTTFSPNTGKKSGKIKSAYKRECLNIGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSIY
A.forsteri* IEDQIAKGLKLTFDTTFSPNTGKKSGKIKSAYKRECVNLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSIY
S.camelus* IEDQIAKGLKLTFDTTFSPNTGKKSGKIKSAYKRECLNLGCDVDFDFAGPATIHGSAVFGYEGWLAGYOMTFDSAKSKLTRNNFSVGYKTGDFQLHTNVND-GSEFGGSIY
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SUPPLEMENTAL FIGURE 1. Evolutionary conservation of NTE and cysteines in various VDAC-2 proteins. Multiple sequence alignment
(MSA) of VDAC-2 sequence from various organisms, generated using Clustal Omega (1,2). Cysteines are highlighted in yellow. Note how
those VDAC-2 sequences with an abundance of cysteines also possess additional residues at the N-terminal region (this corresponds to the N-
terminal extension (NTE), which we describe in this study). The length of this NTE region varies across various species. Also notable is the
existence of sequence variation in the NTE, although all cysteines are highly conserved. NTE could therefore have been acquired by the Cys-
containing VDAC-2 barrel, in the course of evolution. Organisms for which only partial sequence was available have been marked with *.
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SIRGALVLGYEGWLAGYQMNFETSKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQOKVNKKLETA
SIRGALVLGYEGWLAGYQMNFETSKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQOKVNKKLETA
SIRGALVLGYEGWLAGYQMNFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQOKVNKKLETA
SIRGALVLGYEGWLAGYQMNFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQOKVNKKLETA
SVRGAVVFGYEGWLAGYQMTFESSKSRVSQSNFAVGYKTDEFQLHTNVND-GTDFGGSVYQKVNDKLETA
SIRGAFVFGYEGWLAGYQOMTFETTKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVVGYEGWLAGYQOMTFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVLGYEGWLAGYQOMTFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVVGYEGWLAGYOMTFETAKNRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVVGYEGWLAGYQOMIFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVVGYEGWLAGYQMTYETTKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
SIRGALVVGYEGWLAGYQOMTFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDKLETA
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M.gallopavo LTFDSSFSPNTGKKSAKIKTGYKREHINMGCDMDFDIAGPSIRGALVLGYEGWLAGYQMTFETAKSRVTQSNFAVGYKTDEFQLHTNVNRDLTGFGGSIYQKVNDKLETA
G.gallus LTFDSSFSPNTGKKSAKIKTGYKREHINMGCDMDFDIAGPSIRGALVLGYEGWLAGYQOMTFETAKSRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNEKLETA
D.rerio LTFDSSFSPNTGKKSGKIKSSYQREHINLGCDVDYDINGTAVHGALVLGLDGWLAGYQOMTFEAGRNRITQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDNLETA
S.salar FTFDSSFSPNTGKKSGKIKTGYKREHINLGCDVDYDINGTAVHGVAVVGYEGWLAGYOMTFEAGKNRVTQSNFAVGYKTDEFQLHTNVND-GTEFGGSIYQKVNDQLETA
A.thaliana SIFSFKVP---DONSGKVELQYLHEYAGISTSMGL-TONPTVNFSGVIGSNVLAVGTDVSFDTKSGNFTKINAGLSFTKEDLIASLTVNDKGDLLNASYYHIVNPLENTA
S. tuberosum TILSFRVP---DORSGKLEVQYLHDYAGICTSVGL-TANPIVNFSGVVGTNIIALGTDVSFDTKTGDFTKCNAGLSFTNADLVASLNLNNKGDNLTASYYHTVSPLTSTA
O.sativa SILSFAVP---DOQRSGKFELQYSHDYAGVSASIGL-TASPVVNLSSVFGTKALAVGADVSLDTATGNLTKYNAGLSFSNDDLIASLNLNNKGDSLTASYYHIVNH-SATA
S.cerviseae

NELITSLTPGVAK-SAVLNTTFTQPFFTARGAFDLCLKS PTFVGDLTMAHEGIVGGAEFGYDISAGSISRYAMALSYFAKDYSLGATLNNEQI-TTVDFFONVNAFLQVG
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H.sapiens DACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
C.griseus —--VNLAWTAGNSNICFGIATKYQVDFPDAGFLDKVNNSSRISLEYAKARYQTDSQLCWTARTS---MR-—-—-—~— VATSLV---
B. taurus —--VNLAWTAGNSNTRFGIAAKYQIDPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
S.scrofa —--VNLAWTAGNSNTRFGIAAKYQIDPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
M.mulatta —--VNLAWTAGNSNTRFGIAAKYQIDFPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
O.cuniculus —--VNLAWTAGNSNTRFGIAAKYQIDFPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
M.musculus —--VNLAWTAGNSNTRFGIAAKYQVDFPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
R.norvegicus --VNLAWTAGNSNTRFGIAAKYQVDFPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
B.mutus --VNLAWTAGNSNTRFGIAAKYQIDFPDACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
M.brandtii —--VNLAWTAGNSNTRFGIAAKYQIDPEACFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFQA
X.laevis —-—-INLAWTAGNSNTRFGIAAKYQIDSDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSTLVDGKNINAGGHKLGLGLEFEA
C.mydas —--VNLAWTAGNSNTRFGIAAKYQIDFPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
A.platyrhynchos* —--VNLAWTAGNSNTRFGIAAKYQIDPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
C.brachyrhynchos* --VNLAWTAGNSNTRFGIAAKYQID DASFSAKVNNSSLIGLGYTQTLKFGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
C.anna* --VNLAWTAGNSNTRFGIAAKYQIDPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
B.rhinoceros* —--VNLAWTAGNSNTRFGIAAKYQIDFPDASFSAKVNNSSLIGLGYTQTLKFPGI-KLTLSALLDGKNVNTGGHKLGLGLEFEA
A.forsteri* --VNLAWTAGNSNTRFGIAAKYQIDPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
S.camelus* —--VNLAWTAGNSNTRFGIAAKYQIDFPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
M.gallopavo —--VNLAWTAGNSNTRFGIAAKYQIDPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
G.gallus —--VNLAWTAGNSNTRFGIAAKYQIDFPDASFSAKVNNSSLIGLGYTQTLKPGI-KLTLSALLDGKNVNAGGHKLGLGLEFEA
D.rerio —--VNLAWTAGNSNTRFGIAAKYQIDSDAAFSAKVNNSSLVGLGYTQTLKPGI-KLTLSALLDGKNINAGGHKMGLGLEFEA
S.salar —--VNLAWTAGNSNTRFGIAAKYQIDADAAFSAKVNNSSLVGLGYTQTLKPGI-KLTLSALLDGKNINAGGHKLGLGLEFEA
A.thaliana VGAEVSHKLSSKDSTITVGTQHSLDPLTSVKARVNSAGIASALIQHEWKPKS-FFTISGEVDTKSIDK-SAKVGLALALK
S. tuberosum VGAEVNHSFSTNENIITVGTQHRLD PLTSVKARINNFGKASALLQHEWRPKS-LFTVSGEVDTKSVDK-GAKFGLALALK
O.sativa VGAELTHSFSSNENSLTFGTQHTLD PLTVVKARFNNSGKASALLQHEWRPKS-VWTISAEVDTKAIDK-SSKVGIAVALK
S.cerviseae

GV-TLGVGSSFDALKLSEPVHKLGWSLSFDA

SUPPLEMENTAL FIGURE 2. Evolutionary conservation of cysteines in various VDAC-1 proteins. MSA of VDAC-1 sequence from various
organisms generated using Clustal Omega (1,2). Cysteines are highlighted in yellow. The first conserved cysteine (C127 in hVDAC-1) is
retained in most species, except in a few plants and yeast. The second conserved cysteine (C232 in hVDAC-1) is restricted to higher mammals,
with the notable exception of C. griseus (Chinese hamster), which also shows an overall lower sequence similarity to other mammalian VDAC-1
sequences. Organisms for which only partial sequence was available have been marked with *.
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TIYGWAVLALEGWLAGYQMSFDTAKSKLSONNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNEKIETSI
TIYGWAVLAFEGWLAGYQOMSFDTAKSKLSQONNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNEKIETSI
TIYGWAVLAFEGWLAGYQOMSFDTAKSKLSQNNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNEKIETSI
TIYGWAVLAFEGWLAGYQOMSFDTAKSKLSQNNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNERIETSI
TIYGWAVLAFEGWLAGYQOMSFDTAKSKLCONNFALGYKAEDFQLHTHVND-GTEFGGSIYQRVNEKIETSI
TIYGWAVLAFEGWLAGYQMSFDTAKSKLSONNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNEKIETSI
TIYGWAVLGFEGWLAGYQMSFDTAKSKLSONNFALGYKAADFQLHTHVND-GTEFGGSIYQKVNEKTETSI
TIYGWGVLGYQGWLAGYQMAFDTAKSRLAQNNFALGYTAGDFQLHTNVND-GTEFGGSVYQKVSKDVETSV
TIHGWAVLGYEGWLAGYQMAFDTAKSKLSONNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNDKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQONNFALGYKAGDFQLHTNVND-GTEFGGS IYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQONNFALGYKAGDFQLHTNVND-GTEFGGS IYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQONNFALGYKAGDFQLHTNVND-GTEFGGS IYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKYKLSQONNFSLGYKAGDFQLHTNVND-GTEFGGSIYQKVNDKVETSV
TVYGWAVLGYEGWLAGYQOMAFDTAKSKLSQNNFALGYKAGDFQLHTNVND-GTEFGGS IYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQNNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQNNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNNKVETSV
TIYGWAVLGYEGWLAGYQOMAFDTAKSKLSQNNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNNKVETSV
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D.rerio GLDTSFVPNTGKKSAKLKTGYKREYMNVGCDLDFDLAGPTVHAAAVLGYEGWLAGYQOMAFDTAKSKLAQNNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNGQLETAV

S.salar ALDSSFVENTGKKSAKLKTGYKRDFINLGCDLDFDMAGPTVHAAAVLGYEGWLAGYQMAFDTAKSKLAQNNFALGYKAGDFQLHTNVND-GTEFGGSIYQKVNCHLETAT
A.thaliana IVQAKL---PDHKSGKAEVQYFHDYAGISTSVGFT-ATPIVNFSGVVGTNGLSLGTDVAYNTESGNFKHFNAGFNFTKDDLTASLILNDKGEKLNASYYQIVSP--STVV
O.sativa ILSLVV---PDQORSGKLELQYLHEYAGINASVGLN-SNFPMVNLSGVFGSKELSVGVDVAFDTATSNFTKYNAALSLTNSDLIASLHLNNHGDTLIASYYHLVKHHSNTAV
Clustal Consensus : HHL L I : : HER A KL L . ke H L - T S TN Ko
230 240 250 260 270 280 290
O S P I o S [ I [ P ISP [t I [t I
.sapiens NLA--WTAGSNNTRFGIAAKYMLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNFSAGGHKVGLGFELEA
.griseus NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRAGVKLTLSALIDGKNFNAGGHKVGLGFELEA
taurus NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNFNAGGHKVGLGFELEA
scrofa NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNFSAGGHKVGLGFELEA
mulatta NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNFSAGGHKVGLGFELEA
cuniculus NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNEFNAGGHKVGLGFELEA
musculus NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNEFNAGGHKVGLGFELEA
norvegicus NLA--WTAGSNNTRFGIAAKYRLDCRTSLSAKVNNASLIGLGYTQSLRPGVKLTLSALVDGKNEFNAGGHKVGLGFELEA
mutus NLA--WTAGSNNTRFGIAAKYKLDCRTSLSAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNEFNAGGHKVGLGFELEA
brandtii NLA--WTAGSNNTRFGIAAKYKLDCRTSLAAKVNNASLIGLGYTQTLRPGVKLTLSALIDGKNFNAGGHKVGLGFELEA
laevis SLA--WSAGSNNTRFGIGAKYQLDSNTTISAKVNNASLIGVGYTQTLRPGVKLTLSALVNGKNFSAGGHKVGLGFELEA
mydas NLA--WTAGSNNTRFGIATKYQLDENTSIAAKVNNASLIGIGYTQTLRPGVKLTLSGLVDGKNFSAGGHKVGLGFELEA

.platyrhynchos* NLA--WTAGSNNTRFGIAAKYQLDEKTSIVAKVNNASLIGIGYAHTLRPGIKLTLSGLIDGKNFSAGGHKVGLGFELEA
brachyrhynchos* NLA--WTAGSNNTRFGIAGKYQLDEKTSIVAKVNNASLIGIGYTHALRPGVKLTLSGLIDGKNFSAGGHKIGLGFELEA

CPNUORNIWOONONEHNRORAWAR

anna* NLA--WTAGSNNTRFGIAAKYQOMDEKTSVVAKVNNASLIGIGYTHALRPGVKLTLSGLIDGKNFSAGGHKVGLGFELEA
rhinoceros* NLA--WTAGSNNTRFGLAAKYQLDEKTSIVTKVNNASLIGIGYTHALRPGVKLTFSGLIDGKNFSAGGHKVGLGFELEA
forsteri* NLA--WTAGSNNTRFGIAAKYQLDEKTSIVAKVNNASLIGIGYAHALRPGVKLTLSGLIDGKNFSAGGHKVGLGFELEA
camelus* NLA--WTAGSNNTRFGIAAKYQLDEKTSIVAKVNNASLIGIGYSHALRPGVKLTLSGLIDGKNFSAGGHKVGLGFELEA
gallopavo NLA--WTAGSNNTRFGIAAKYQLDEKTSIVAKVNNASLIGIGYTLALRFPGVKLTLSGLIDGKNFSAGGHKVGLGFELEA
.gallus* NLA--WTAGSNNTRFGIAAKYQLDEKTSIGAKVNNASLIGIGYTLALRFPGVKLTLSGLIDGKNFSAGGHKVGLGFELEA
rerio NLA--WTAGSNNTRFGIAAKYQLDKDSSVSAKVNNASLVGVGYTQSLRFPGVKLTLSALIDAKNFNAGGHKVGMGFELEV
salar NLA--WTAGSNNTRFGIGAKYQLDKNASLSAKVNNASLIGVGYTQALRFPGVKLTLSALIDAKNFNAGGHKVGMGFELEA
thaliana GAEISHNFTTKENAITVGTQHALDPLTTVKARVNNAGVANALIQHEWRPKSFFTVSGEVDSKAIDK-SAKVGIALALK
sativa GAELSHSFSRNESTLIFGSQHSLDPHTTVKARFNNYGMASALVQHEWRPKSLITISGEVDTKAIEK-STKVGLSLVLKH
Clustal Consensus HES HESEE A A I S * L A R I

SUPPLEMENTAL FIGURE 3. Evolutionary conservation of cysteines in various VDAC-3 proteins. MSA of VDAC-3 sequence from various
organisms generated using Clustal Omega (1,2). Cysteines are highlighted in yellow. The first ten organisms (higher mammals) show
conservation of all six cysteines, while lower organisms and plants primarily have one conserved cysteine, which is replaced by a conserved
serine in the first ten organisms. Organisms for which only partial sequence was available have been marked with *.
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