pos
CthedisFeSOD1. : DFIBARQVKINILLMTAREPSQAIZLENMASMI 52— —-—-—-EPVAMIEE--P : 139
CtheFeSODI1. : DFIMARQVKIILILMTAREPSQAISTL.FNMASMIEINNA - FINAK Hi#S)E— ——-EPVAMIRE ——H : 139
TtheFeSOD. : DYBSRHVKIJIMLSTARDPASAIFL.FNMASMI —FIKHINT)® - - - —-KPVEMIED— - : 137
TterFeSODI1. : EWISRHVKI IVLGTARDPNHAISTENMASMT —FIKHIRS)® - — - -KPVKMIEE —— : 140

CgloFeSODI1. : DYISHQIKIILLGTARDPGSAIEIFNHASM —FIKHIS|E- - —--KPVEV)RE——-P : 137
CgloFeSOD2. : —VAAVASDIV----AGQIALQQVIKIANGGG AIBAGSNEANLDRA-SS : 139
CcochFeSOD1. : —VAAVASD), ————AGQIALQQVIKENGGG AIBAGSSEASTDRA-GG : 137
PinfFeSOD. : —KGAALKGKSILEVVQSATEAIRVRN-NGGGs YIS LI TWMT S——PGSTNT : 103
DeleFeSOD. : ELOGKSLDEITLAVKGDSSQARVEN-NAGQ WNHILFWQNLSE————AGGA : 103
DponFeSOD1. : LEGKTLEEIITATAGDASKAGVFN—NAAQVWNHTFYWNC AK——---NGGGKAT-GT : 103
PequFeSOD. : SLYGSTLEELVKTTYNNGNPLIEEEN-NAAEAWNSEIDEFJRYE SMOIE———--DSGSMIEW -GS : 172
ZaetFeSOD. : ELAGLSLEEIVIKSYNEGDLLIETFN-NAAQTIWNEDFIRNO SMKIE———-DGGGKIHF -G : 145
CthedisMnSOD1. : -SIAEAKGI)F----TKAASL AlZA-SREGGGEED-G : 130
CtheMnSOD1. r - EAKGEF---—-TKAASL AIRA-SREGGGEED-G : 130
TterMnSODI1. . ESKGEF----TKAASV AIRA-NREGGGEED-G : 136
CcochMnSOD1. . -G AlRA-SREGGGERD-G : 136
PexpMnSOD1. : -0 AlE—-—-KSAGGGEEPSG : 133
PficMnSOD1. : -E AIRA-NQGGGGERERE-G : 134
AlyrlMnSOD1. : -D Alg—-VNEGGGEJRPKGS : 129
NtabMnSOD1. : —HNATSKGA--—-PTVAKLHSATIKIANGGG)sI T|NEIS TIANKNIBAE - - VREGGGEJRPKGS : 126
LpolMnSOD1. . QAKSIT-—-—-—-SSTITALQIEALKIINGGGIs TINizIS TIRNONIRSIE—— - -NGGGEJHD-GD : 125
BbeMnSOD1. : - DV -———TTETALGEALKIANGGGELNES TIRNTNIBS)E— ——-NGGGEEHO-GE : 122
SkowMnSOD1. : —KIBATNKGII -—-—-SKITISLAIZFALKIANGGGsI LIS TIMYKNI#SIE - ——-NGGGQOIRHS—GD : 122
HsMnSODI1. . —QEALAKGEV----TAQTALQIFALKIGNGGG]s T|\slS TERN T NS - — - —NGGGEFK-GE : 121
Consensus : P h Nh 55 6 p

Suppl. Figure 3. Multiple sequence alignment showing essential regions of FeMnSOD obtained with Muscle implemented in MEGA X package [14].

Highly conserved regions responsible for metal binding are shown above the alignment. Color scheme: blue - highly conserved

positions (above 95% of all aligned sequences), green - moderately conserved (between 75-95%), yellow - weakly conserved positions (between 50-75%).
Numbers on the right represent corresponding amino acid position of each sequence.
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| | Ll

o o b pos
CthedisFeSOD1. : FAPGETDVQOIARNCINNTMAEVNLWDMGEFGAGG-QGGILAMAEAWRNN -AMYEMVANEANTIKINL : 302
CtheFeSOD1. : FAPGETDVQIRAARCERN TNV N LWDMGEFGAGG-QGGINLAMAEAWIN -ABNYEMVANEANIKIRH : 302
TtheFeSOD. : HAPGETDLINAVARNCERN TN VN LWDMGF GVGAPDRGIMLGMAE KWK - HISMYDLVLKEANVOQOIRL, : 301
TterFeSOD1. : FAPGETDLNAZARCIBN TNV LWDMGEFGAGQAGGGINLEMAE RWIUN - INEBINERVOKEADIQIL : 305
CgloFeSODI1. : HAPGETDLNAZAARCERN TNV LWDMGEFGVGAPDRGINLGMAE KWK - HWBWE LVOKEADLQIL : 309
CgloFeSOD2. . ———G{€- - DA F GVABMNN QAR OM — — — — — —— LINGIMAANMVEKN TN -VARNNOTAQ————— ERE : 234
CcochFeSOD1. : ———GG——DVEIFGVD RN ANON — — — —— — — LINGINAAMVEN TN - NMAINYOTAQ————— EREF : 232

PinfFeSOD. IO [ P T LELDIYWEHAY Y LN Y ettty ONRINPEMTI SAFUN-NMANMYDKVY - ———— : 201
DeleFeSOD. ¢ ———Q€-——-KVINRGINS /| HNear Dl — —— ———— RINPDMITNY L KZENYEFAE ————— : 199
DponFeSOD1. : ———HE--KIANAFTIRD Y MRSV Q@R Dl — — — ———— AINPKMI STELE SIMUNDYAN—-———— : 199
PequFeSOD. e d GBI P T TRIT. DIMWE HAY Y T Y ekt KEDRIRRMVSNYMNHIRYSHSAT--LRI : 271
ZaetFeSOD. : ———WD-—-Y N} RS \VAD | VN A aR D — — — — — —— QN"PDFVSTFIDKLiEWEAAS ————— : 256
CthedisMnSOD1. : ——-T[€- QLAY G A INH:NAANON 1 224
CtheMnSOD1. R i GO/ PT. V€T DIXWEHAY Y L@ 1 224
TterMnSOD1. iGN/ P11 €T DEWWEHAY Y @Y : 230
CcochMnSOD1. e G/ PT.ME T DIXWEHAY Y L(@]Y : 230
PexpMnSOD1. R Ol P [ €T DIWEHAY YT @Y : 227
PficMnSOD1. RSt/ P11 €T DEXWEHAY Y @Y : 228
AlyrlMnSOD1. S G/ P V€T DYWEHAY Y L(@]Y 1 226
NtabMnSOD1. : ———KEANLNAZANEGIND)\/ [N ar N : 223
LpolMnSOD1. i Gl T PTIE T DIYWE HAY Y 1(0] Y ettt NP DMVKAVIIN - AN KDV S — ———— i 221
BbeMnSOD1. i G/ P T L€ T DIYWE HAY Y 1(0] Y ettt NP DMVNA TN - VA ENIN-———— 218
SkowMnSOD1. i G/ PT.T[€ T DIWWE HAY Y 0] Y ikttt NPDMVKATNE - KDV S ————— 218
HsMnSOD1. et Cip® | P L L€ T DYWEHAY Y 10 Y i INPDMLKATIN - WARNNENVT - ———— 217

Consensus: g p6 61 WEHaby 5 nd 5 N 5

Suppl. Figure 3 continued.
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Suppl. Figure 3 continued.




