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Figure S4 Sequence and structure of SPED 1
A) SPED 1 is a PPR protein containing 12 PPR motifs. The positions of the two changed amino acid, K70T and 414L in
sped1-D are indicated by asterisks.
B) Phylogenetic analysis showed that SPED or sped has the highest sequence similarity with at1g31430 and SLO1 in
Arabidopsis. Sequences used in this analysis were as follows: At1g31430, MEF9 (At1g62260), SLO1 (At2G22410),
CRR4 (At2g45350), CRR2-At3g46790, AtPPR4 (At5g04810), LOJ (At2g39230), PGR3 (At4g31850), P67 (At4g16390),
AtC401 (At5g21222), GRP23 (At1g10270), EMB175 (At5g03800) and HCF152 (At3g09650) from Arabidopsis; sped
(NP_001057989), OSPPR1 (AAS93059), Rfla (ABC42330), Rf1b (ABC42331), EEE58126 and OGR1 (ACL79585) from
rice; PPR4 (NP_001105869), CRP1(NP_001105879 ) and PPR2 (ACG30078) from maize; ABL85032 from
Brachypodium sylvaticum; Rfo (ACJ70132) from Brassica napus; PPR13 (XP_002436844 ) from sorghum; and Rfl
(AAM52341) from petunia.
C) Sequence alignment of sped 1, Slo1, MEF9, At1g31430 and CRR4 also showed that the sped 1 contains a
truncated E motif.
D)Protein sequence alignment of SPED1 homologs from Arabidopsis (AtSPED1, At1g31430), Setaria italic (SiISPED1,
XP_004967201.1), Sorghum bicolor (SbSPED1, XP_002438633), Zea mays (ZmSPED1, AFW76438) and Brachypodium
distachyon (BdSPED1, XP_003563682).The two changed amino acid,K70T and 1414L in sped1-D are both located in a
conservative domain. Their positions are indicated by asterisks.

E) Prediction of 3-D structures of SPED1 and sped1-D proteins by using phyre2.
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http://www.ncbi.nlm.nih.gov/protein/115468780?report=genbank&log$=prottop&blast_rank=1&RID=XVV1YRVE01S
http://www.ncbi.nlm.nih.gov/protein/83744088?report=genbank&log$=prottop&blast_rank=1&RID=XVSU4R8C01S
http://www.ncbi.nlm.nih.gov/protein/83744090?report=genbank&log$=prottop&blast_rank=2&RID=XVSXKEDA01S
http://www.ncbi.nlm.nih.gov/protein/222623994?report=genbank&log$=prottop&blast_rank=6&RID=XVTU5HHR01N
http://www.ncbi.nlm.nih.gov/protein/220061995?report=genbank&log$=prottop&blast_rank=1&RID=XVT9ZN6901S
http://www.ncbi.nlm.nih.gov/protein/162460542?report=genbank&log$=prottop&blast_rank=1&RID=XVTH2ZCR01N
http://www.ncbi.nlm.nih.gov/protein/195616496?report=genbank&log$=prottop&blast_rank=1&RID=XVTN1UH601N
http://www.ncbi.nlm.nih.gov/protein/215794293?report=genbank&log$=prottop&blast_rank=1&RID=XVU19DHN01N
http://www.ncbi.nlm.nih.gov/protein/242092708?report=genbank&log$=prottop&blast_rank=1&RID=XVU6UW2S01N

