Additional file 6: Table S2. Motif sequences of GhSOD proteins identified by MEME tools.
Cu ion binding sites and Zn ion binding sites are in box and green box, respectively. The
conserved metal-binding domain “DVWEHAYY” for Mn-SODs or Fe-SODs are in red box,
and Cu/Zn-SOD signatures (GFH[VL]JH[AE][LY]GDTTN and GNAGGR[VL][AG]CG) are
underline. Sod_Cu (PF00080), copper/zinc superoxide dismutase; Sod_Fe C (PF02777),
iron/manganese superoxide dismutases, C-terminal domain; Sod_Fe N (PF00081),
iron/manganese superoxide dismutases, alpha-hairpin domain.

Motif Width c Pfam
number (aa) onsensus sequence domain
[SEIGIVTIVITFI[FLITQE[GTIDGPTTVITNIIGVIIRN]
1 62 ITGL[TK]PGLHGHH[VL]H[AE][LY]GDTTNGCMST F?Faoouso
GPIFNPINATIGNIIKMITEIRIGAPEDIEV] ( )
, 2 [VNIRBAGBLGN[IV][TIJ[AV][GN][AD]IDG[VCJA[SE] ~ Sod_Cu
[FA] (PF00080)
5 i QIPLSGP[NHIS[IV]IGRA[VF]VVH[AE][DL][PE]IDDL  Sod_Cu
GKGGHELS[KL][TS]TGNAGGR[VL][AG]CGII (PF00080)
. 2 [TR][DH]FGS[LFJESLI[QE]K[MFIN[AS][EA][GAJAA  Sod_Fe N
L[QF]GSGWVWL (PF00081)
: 40 TY[SE]LK[DA]JPPY[DP]L[GN]JALEP[AH]MS[GRIE[IT]  Sod Fe C
[ML][QE][LY]H[WH][QG]KHHRTYV[TEJN[YL]NK (PF02777)
. » L[VN][TP][NL][VG][WP][DN][LY][VF]PLL[GN] Sod_Fe C
(1L NNERE L [QS][Y TI[QKIN[VD]RPDYLILI] (PF02777)

Significant motifs (p-value<le-100) of more than 20 aa lengths are predicted by MEME earch.


http://pfam.xfam.org/family/PF00080
http://pfam.xfam.org/family/PF02777
http://pfam.xfam.org/family/PF00081

	Additional files index
	Additional file 1 Table S1. Gene numbers of SOD gene family in 18 plant genomes
	table5

	Additional file 2 Figure S1. The alignment of the genome sequence and mRNA sequence of GhCSD7 with GhCSD8 and its downstream 5000 bp
	Additional file 3 Table S2. Motif sequences of GhSOD proteins identified by MEME tools
	Additional file 4 Figure S2. Conserved motifs analysis of GhSOD proteins
	Additional file 5 Table S3. The details of sequences used in the phylogenetic relationship analysis
	Additional file 6

	Additional file 6 Figure S3. Maximum-likelihood (ML) phylogenetic tree constructed for 70 SOD sequences from 9 flagship species and upland cotton
	Additional file 7 Table S4. Orthologous SOD gene pairs of G. hirsutum, G. arboreum, and G. raimondii
	Supplementary Table共线性

	Additional file 8 Table S5. Gene Ontology annotations of 18 upland cotton SOD genes
	Gene Ontology annotations

	Additional file 9 Table S6. The predictions of GhSODs and GhCCSs targeted by the miRNAs of G. hirsutum
	Additional file 16

	Additional file 10 Figure S4. Analysis of alternative splice in 4 GrSOD genes with at least two transcript variants
	Additional file 11
	Additional file CCS

	Additional file 12 Table S7. The details of whole transcriptome sequencing data of G. hirsutum acc. TM-1
	Additional file 3

	Additional file 13 Table S8. Gene-specific primers used for quantitative real-time PCR
	Additional file 4




