Supplementary File 3: Alignment of GmMKS2-X1, GmMKS2-X2, and GmMKS2-X3 transcript sequences and
of protein sequences encoded by these transcripts. (a) Alignment of three GmMKS?2 transcripts. The region of
intron 3 inserted between exon 3 and exon 4 to generate GmMKS2-X1 and GmMKS2-X3 transcripts are boxed.
Stop codons are in bold; (b) Alignment of three GmMKS?2 isoforms. Identical residues are shaded in black, and

similar residues are shaded in grey.
(a)

GmMMKS2-X2 ATGAGCTACAACCACACTTCCTCGATGTCATTGCCTTCCCCATTGTACCTGAATACTACG 60
GmMKS2-X1 ATGAGCTACAACCACACTTCCTCGATGTCATTGCCTTCCCCATTGTACCTGAATACTACG 60
GmMKS2-X3 ATGAGCTACAACCACACTTCCTCGATGTCATTGCCTTCCCCATTGTACCTGAATACTACG 60
Ahhkhkhkhkhkkhkhkhkhkhhkhhkhrhhkhkhkhkhhkhkhkhrhhkkhkdhhkrhkhkhkhhkkhkdhhkrhhkhkhkrhhkhhkrhkhkhhhxhxkk*x
GmMKS2-X2 TCGTTTCGCCTCACGCGCCAATCTCCTTTTCCTTTTCCCCGCCGGCGCTTCAATCCACCG 120
GmMKS2-X1 TCGTTTCGCCTCACGCGCCAATCTCCTTTTCCTTTTCCCCGCCGGCGCTTCAATCCACCG 120
GmMKS2-X3 TCGTTTCGCCTCACGCGCCAATCTCCTTTTCCTTTTCCCCGCCGGCGCTTCAATCCACCG 120
Ak hkhkhkhhkhkhkhkhkhhkhhkhrhkhkhkhhkhhkhhkhrhhkhkhhkrhkhkhkhhkhkkhhkrhhkhkhkrhkkhkhhkrhkhkhhhxkhxkk*x
GmMKS2-X2 GCTTTCCGATCAGTTTCGCCGTTGAGTTCCAGCCCCTCTGCATCACTCTTCGATCTCAGA 180
GmMKS2-X1 GCTTTCCGATCAGTTTCGCCGTTGAGTTCCAGCCCCTCTGCATCACTCTTCGATCTCAGA 180
GmMKS2-X3 GCTTTCCGATCAGTTTCGCCGTTGAGTTCCAGCCCCTCTGCATCACTCTTCGATCTCAGA 180
Ak khkkhkhkhkhkkhkkhkhkhkhhkhkhkhkhkhkhhhkhhkhkkhkhhkhkhhhkhrhkhkhkhhkkhdhkhrhhkkhkhAhhhkkhhkhrrhkkhkhhhkhk*k
GmMMKS2-X2 GGGGGCAAAGGAATGAGTGGATTCCATGACGTTGAACTGAAGGTGCGCGACTATGAGTTG 240
GmMKS2-X1 GGGGGCAAAGGAATGAGTGGATTCCATGACGTTGAACTGAAGGTGCGCGACTATGAGTTG 240
GmMKS2-X3 GGGGGCAAAGGAATGAGTGGATTCCATGACGTTGAACTGAAGGTGCGCGACTATGAGTTG 240
Ahhkhkhkhkhkhkhkhkhkhhkhhkhrhkhkhkhkhkhhkhhkhrhhkhkhhkrhkkhkhkhhkhkkhhkrhhkhkhkhrhkkhkhhkrhkhkhhhxkhxkk*x
GmMKS2-X2 GATCAGTACGGTGTGGTTAACAATGCAGTTTATGCTAGTTATTGCCAGCACGGTCGTCAT 300
GmMKS2-X1 GATCAGTACGGTGTGGTTAACAATGCAGTTTATGCTAGTTATTGCCAGCACGGTCGTCAT 300
GmMKS2-X3 GATCAGTACGGTGTGGTTAACAATGCAGTTTATGCTAGTTATTGCCAGCACGGTCGTCAT 300
Ak khkkhkhkhkhkkhkkhhkhkhhkhkhkhkhkhkhhkhhhkhkhkhhkhkhdhhkhhkhkhkhhkhdhkhrhhkhkhAhkhhkkhhkhrhrhkkhkhkhhkhk*k
GmMMKS2-X2 GAACTCTTGCAAAACATTGGTATTAATTGCGATGCTGTGGCTCGCAGTGGTGATGCATTG 360
GmMKS2-X1 GAACTCTTGCAAAACATTGGTATTAATTGCGATGCTGTGGCTCGCAGTGGTGATGCATTG 360
GmMKS2-X3 GAACTCTTGCAAAACATTGGTATTAATTGCGATGCTGTGGCTCGCAGTGGTGATGCATTG 360
Ahhkhkhkhkhhkhkhkhkhhkhkhkhrhkhkhkhkhkhhkhhkhrhkhkhkhhkrhkkhkhkhhkkhkdhhkrhhkhkhkrhkhkkhhrhkhkhhhxkhxkk*x
GmMMKS2-X2 GCATTGTCTGAACTATCGCTCAAATTCCTTGCACCTCTAAGA-———————————=———— 402
GmMKS2-X1 GCATTGTCTGAACTATCGCTCAAATTCCTTGCACCTCTAAGA-————————————————— 402
GmMKS2-X3 GCATTGTCTGAACTATCGCTCAAATTCCTTGCACCTCTAAGAIGTAAGCCTCTCCAATTTT| 420
Ahkhkkhkhkhhkhkhkhkhkhhkkhkhkrhkkhkkhkhkhkhkkhkkhhkrhkkhkkhkhhkhkhkkhhrxkhkdxxkx*
GMMKS2-X2  —mm o m oo 402
& T 402
GmMKS2-X3 [GCTTGTCATTTCTGTTTGTTAGGATATAGTGCAACTGTGCAAATAACCTCCTTATACATT| 480
GMMKS2-X2 = m o mmm oo oo 402
GMMKS2-X1 === —m—mmm oo —m o —m {TTCTGTTTTCCAATATTTCTTC] 424
GmMKS2-X3 [[TAGTACACTAAAAGATATGTTTTTCTGTATAAGTTAGTTCTGTTTTCCAATATTTGTTC] 540
GMMKS2-X2 ~ ————=——————————————————— AGTGGAGACAAATTTGTTGTAAGAGTTAGGATTTCTG 439
GmMKS2-X1 TCATAATAAGAACATGCAACCAJAGTGGAGACARATTTGTTGTAAGAGTTAGGATTTCTG 484
GmMKS2-X3 TCATAATAAGAACATGCAACCAGQAGTGGAGACAAATTTGTTGTAAGAGTTAGGATTTCTG 600
Ak hkhkhk kA hkhkhkhkhkhhkkhkhrAhkhkkhkhhkhhkhkkhkhrhrhkhhhhxhkhkk*txx
GmMKS2-X2 GCTCTTCAGCTGCTCGTTTATACTTTGATCACTTCATCTATAAGCTGCCAAACCAAGAGC 499
GmMKS2-X1 GCTCTTCAGCTGCTCGTTTATACTTTGATCACTTCATCTATAAGCTGCCAARACCAAGAGC 544
GmMKS2-X3 GCTCTTCAGCTGCTCGTTTATACTTTGATCACTTCATCTATAAGCTGCCAAACCAAGAGC 660
khkkhkkhkhkhkhkkhkhkhkhkhhkhkhkhkhkhkhhhkhhkhkhkhhkhkhdhhkhrhkhkhkhhkkhdhkhrhhkkhkhAhkhhkkhhkhrrhkkhhhhkhk*k
GmMMKS2-X2 CTATTTTGGAAGCCAAGGCCATAGCGGTGTGGCTTGACAAAAACTATCGTCCTATACGAA 559
GmMKS2-X1 CTATTTTGGAAGCCAAGGCCATAGCGGTGTGGCTTGACARAARACTATCGTCCTATACGAA 604
GmMKS2-X3 CTATTTTGGAAGCCAAGGCCATAGCGGTGTGGCTTGACAAAAACTATCGTCCTATACGAA 720
Ak hkhkhkhkhkhkhkhkhkhhkhhkhrhhkhkhhkhhkhhkhrhhkhkhhkrhkkhkhkhhkhkkhhkrhhkhkhkrhkhkhhkrhkhkhkhxkhxkk*x
GmMKS2-X2 TTCCAGCAGAGATGAAGTCTAAATTTGTAAAGTTTATTCGAATTGAGGACTCTTAA 615
GmMKS2-X1 TTCCAGCAGAGATGAAGTCTAAATTTGTAAAGTTTATTCGAATTGAGGACTCTTAA 660

GmMKS2-X3 TTCCAGCAGAGATGAAGTCTAAATTTGTAAAGTTTATTCGAATTGAGGACTCTTAA 776
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(b)

GmMKS2-X2
GmMKS2-X1
GmMKS2-X3

GmMKS2-X2
GmMKS2-X1
GmMKS2-X3

GmMKS2-X2
GmMKS2-X1
GmMKS2-X3

GmMKS2-X2
GmMKS2-X1
GmMKS2-X3

MSYNHTSSMSLPSPLYLNTTSFRLTROSPEPFPRRRENPPAFRSVSPLSSSPSASLEDLR
MSYNHTSSMSLPSPLYLNTTSFRLTROSPEFPFPRRRENPPAFRSVSPLSSSPSASLEDLR
MSYNHTSSMSLPSPLYLNTTSFRLTROSPEFPFPRRRENPPAFRSVSPLSSSPSASLEDLR

GGKGMSGFHDVELKVRDYELDQYGVVNNAVYASYCQHGRHELLONIGINCDAVARSGDAL
GGKGMSGFHDVELKVRDYELDQYGVVNNAVYASYCQHGRHELLONIGINCDAVARSGDAL

121
121
121

166
181
153

GGKGMSGFHDVELKVRDYELDQYGVVNNAVYASYCQHGRHELLONIGINCDAVARSGDAL

ALSELSLKELAP L R ittt SGDKEVVRVRISGSSAARLYFDHEIYKLPNQ
ALSELSLKFLAPLRINGIRNSNAANEENNONG S CDKEVVRVRISGSSAARLYFDHEIYKLPNQ
ALSELSLKFLAPLR

EPILEAKATAVWLDKNYRPIRIPAEMKSKEVKEFIRIEDS
EPILEAKAIAVWLDKNYRPIRIPAEMKSKEVKFIRIEDS

———UQITSIMYMLH-————————————————————————




