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ZmFSD1
241 7ZmFSD5
12 ZmFSD2
85 - ZmFSD3
SiFSD2
Fe-SOD3
AtMSD1
AtMSD2
24 98 [ | Mn-SOD1
ZmMSD1
4\9_‘—(2 SD2 Group |
18 ™l simsp
L AtFSD3
AtFSD1
41‘— AtFSD2
Fe-SOD2
ZmFSD4
1 siFsp1
' sirsp3
90 - ZmCSD4
CuZn-SOD-CCh
4o [ CUZN-SOD-L

SiCSD4
= 3«{2 ZmCSD1
AtCSD3
pCuZn-SOD
72| SiCSD2
53 ZmCsD3
AtCSD2 Group I

AtCSD1
0~ ZmCSD5
4[( SiCsD1
cCuZn-SOD2
b5 1 ZmCSD2
ZmCSD6

—_— I cCuZn-SOD1
1 SiCSD3

32

bl

3

L)

Figure S1 - Maximum likelihood phylogenetic tree of 37 SOD proteins from different plant species. The Maximum Likelihood
(ML) tree was constructed using MEGA 5.05 software by alignments of the full-length sequences of the 37 SOD proteins. Bootstrap

values from 1,000 replicates were shown at each branch.
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