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Supplementary Figure S1: Gene structure of AtKOR (AT5G49720) and SbKOR1 (Sb01g036480) with 6
exons and 5 introns.
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Supplementary Figure S2: Alignment of AtKOR1 and Sb01G036480 (SbKORI1) proteins.
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BTx623

Supplementary Figure S3. Leaf cross section of BTx623 and th/1 (Scale bar: 50 um)




Complementation construct with native promoter

Over expression construct

Supplementary Figure S4. Vector construction maps.



Supplementary Table S1: Identification of mutant locus using BSAseq.

Gene ID Gene ID

Mutant | Mutation (Sorghum) (Arabidopsis) | Gene function | Nature of the mutation
16QK6341 glycosyl

thll to 6352 Sb01g036480 | AT5G49720.1 | hydrolase 9A1 | Chr01:60010687;Q46*;STOP GAINED;homo
16QK6353 glycosyl

thi2 to 6364 Sb01g036480 | AT5G49720.1 | hydrolase 9A1 | Chr01:60010937;SPLICE SITE DONOR;;homo
16QK6365 glycosyl

thi3 to 6376 Sb01g036480 | AT5G49720.1 | hydrolase 9A1 | Chr01:60010784;W78*;STOP GAINED;homo




Supplementary Table S2: Primers used for experiments and sequence

Primer number | Primer description Primer sequence
1465 1465 ACoa Over ASCIF | gggcGGCGCGCCATGTTAGAAACTAACGAGCAAAAG
1466 1466 ACoa Over Pacl R taaaAATTAATTTCAGACACACCGGTGTGGAGAGTC
1520 1520 SbKOR1 AsclF gcttGGCGCGCCATGAGCATGTACGGGAGGGA
1521 1521 SbKORI1 PaclF ggcc TTAATTAATTATGGTTTCCATGGGGCCG
1522 1522 At KORIprom SBF1 | gcttCCTGCAGG TTTTAGAGCTTGTAAGATCCTACAAC
gettGGCGCGCC
1523 1523 At KORIprom ASC1 | ATATTTTTGGCCAACTATGATTGAGCG
1590 1590 Atkori2-1 F ASCI gcttCGATGCTTTCAAGGCCAAAGAAC
1591 1591 Atkori2-1 R Pacl ggccCGTCATCATCCTAAGACTCCGCC
2274 2274 Kor genotyping F GTTGTTGGATGGATCATTCAAGG
2275 2275 Kor genotyping R CAAAGACTCTTTGAGAGATCTGG
2276 2276 _rsw_genotyping_F GCTGGGACAACAAGCTTGCTGG
2277 2277 rsw_genotyping R CCATCCAGGAGTATCAGCAGC
2303 2303 SbKOR1 Ascl-FP aaggttGGCGCGCCgATGAGCATGTACGGGAGGGACCCG
2304 2304 SbKORI1 Pacl-RP ggccgg TTAATTAATTATGGTTTCCATGGGGCCGGTGGC
2305 At KORIprom SBFI-
2305 FP gttccCCTGCAGGcgatgctttcaaggccaaagaac
2306 At KORlprom ASCI1-
2306 RP caaggccGGCGCGCC Cgatgatgcetctctgataaage
708 708 qPCRSbKOR-F GATGAGACCAGAGGACATCGACT
709 709 gqPCRSbKOR-R CTTGCAAACTGGAAGAGAGTGGT
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