Additional file 7:Table S6. Motif sequences of MaSODs identified by MEME tools. Cu/ZnSOD signatures
(GFH[VL]H[EA][FL]GDTT and GNAG[GA]R[VL]JACG) are underline, Cu** binding sites and Zn*" binding sites
are in box and red box, respectively. The conserved metal-binding domain “DVWEHAYY” for MnSOD or
FeSOD are in green box. Five residues that are present only in MnSOD and absent from FeSOD are in blue box.
Residues important for distinguishing FeSOD from MnSOD are in grey.
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GPTTV[NT][GV]R[lV][ST]GL[KT]PGLH%MH@L@@NGC
MiI1STGIPAIBIFNPX[GKI[KMI[ETIGAPEBEVRHAGDLGNIIV][VT]A
[GN]EDG[TVI[AVI[ETI[AFI[TSI[IK]VD[SN]QIPLSGPNS[IV][IVIGRA
VVVH[AE][DL][PE]DDLG[KR]GGHELS[KL][TS]TGNAG[GA]R[VL]AC
G[IV][IV]IGLIQT]
KGD[AV][PST]AVVRLQ[SG]AIKFNGGGHINHSIEW[KNINLKPV[NK]EG
GGEPPH[SA][TAS]LGW[AT]IDTDF[GC]SLEALVQKMNAEGAALQGSGW
VWLALDK[GE][SFR]KKL[CLST]VE[TA]TANQDPLVTKG[AL][NH][LM]V
PLLG |DVAVERAYYLQYKNV[RKIPDYLKNIW[KDS]V[IM][ND]JWKYASEV
[YF][DE][KES]E
[GFILRQARGL[TA]VAALPD[LP]PYD[YL]GALEPA[IM]S[GR]IE[IT][ML]
[REJLH[HW][QG][KRJHH[QR]AYVT[NS][YLINNAL[EA]QL[ED]
[CMI[GTI[LM][DEIE[ILI[IVI[KVI[TVI[STI[FYIN[KN]GNPLP[EL][FY]
[NVI[HN]AB[E V].[NHDIFW[EQ]I[IM][KQ]P[GN]GG[GR][LR]P[SW]
G[GR][LV][LM][DE][HQ]IE[KR]DFGSF[DS][NR][FM][LR][DE]EF[KV]
[HRI[AS]A[LM][MT][LQIFGSGW[AVIWLV[LY]K[ATIN

AV[AV]VL[GK][GS][NST][ESD][DSG]V[EKG]G[VTI[VII[YTI[FLI[SVAIQE

M[AS]LR[TAILF[TSIK[KT][AS][LAF][TA][LRT]AS[GA][FL][GR]P

[CNIP[ILIVWI[DG][DYI[ISIP[ILI[IL][AS][IL] DIVMVIWERAYLDY
[EKT[DN][DR][RV]I[AS][DK]YVINS][IN]F[LM][DE][HK]L[IVISW
MQA[IT]LAAAM[AP]A[HQ]T[LVIL[FL]SASS

[MS]JA[LRIPL[AL][RY][ASI[AS]I[LS][LVI[GVI[HQ]PF[ER][AC][GL][PR][FL]S
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Significant motifs (p-value<le-100) of more than 20 amino acid length are predicted by MEME search.



