osa_0s08g0434300 e i e i iiiiaiiiiiei.... ... CESFLGRNASLRASVEPRIVEKAK 24
zma_100193663 .MASTVTFNEY S PQAAL TQKP BNLGATSYAGLKMP ASV S SG SEYSFLGHNASLRFAVTPRIVEKTK a5
ath_At3g47520 MB‘IB‘I‘ SASIFSTVSSSYSKASS TPHSRLOSYKFNS VP SFTGIK STHLISGSDS SSLAKTIRG SYTERAQ a8
gmx_100783173 NBFHPFBTFT IGI‘TGSLGQRGNSI_PQLKS SGLKFNSQNHLE SFCGLKFMS SYRCE SHSFLYNKTGAATRASF ASKAQKE g0
nta_107783258 MAAT SAITES YGSATS LGCKGS S ¥YSQSKAFG YKFNSKNNLRSF'S GLKFATTYS YE SHHSFLGKE SYAYIKQSITPKAQKE g0
sly_101258932 MAAT SATTIS¥GSTTSL.GCKGS S ISQSKAFGYKFNSKNNIRSFS GLKPAT TV SCE SESSFIGKE STAATRQSITPRAQRG a0
consensus s

osa_0s08g0434300 . GSQISPHRRAT: 100
zma_100193663 n 141
ath_At3g47520 148
gmx_100783173 160
nta_107783258 159
sly_101258932 159
consensus

osa_0s08g0434300 180
zma_100193663 221
ath_At3g47520 298
gmx_100783173 240
nta_107783258 239
sly_101258932 239
consensus k v vewipagvprkpgmtrddlinina iv lv ava p afi iisnpvnstvpiaaevlk k kklfqgut
osa_0s08g0434300 260
zma_100193663 301
ath_At3g47520 308
gmx_100783173 320
nta_107783258 319
sly_101258932 319
consensus

osa_0s08g0434300 340
zma_100193663 381
ath_At3g47520 388
gmx_100783173 400
nta_107783258 399
sly_101258932 399
consensus lpffasr k g ge i dl g ve kal lk el si
osa_0s08g0434300 TEE Qv 356
zma_100193663 | ]RHVNI 397
ath_At3g47520 | \mﬂmn 403
gmx_100783173 INETAIGAQI 413
nta_107783258 | O 412
sly_101258932 | 10! 412

consensus

kg f _k aa

Supplementary information, Figure S3 Amino acid sequence alignments of SOM410.

Amino acid sequence alignments of SOM410 in Arabidopsis thaliana (ath), Zea mays (zma),
Solanum lycopersicum (sly), Nicotiana tabacum (nta), Glycine max (gmx), and Oryza sativa (osa).
The red line indicates the malate dehydrogenase domain. Dark blue and cyan shading indicate
100% and > 50% conserved amino acid residues, respectively. The red, blue and green triangles
indicate the mutation sites of som410, som430*-and som2167, respectively.



