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[bookmark: _Hlk75442267][bookmark: _Hlk72505995][bookmark: _Hlk75439688]Supplementary Fig. S1: The structure of PgB12Dg, based on the alignment of cDNA sequence (NCBI #MW092093) with the reversed sequence of the genomic region from nucleotide 114,581,417 to 114,582,817 of chromosome number 2 (#LKME02052028.1) of P. glaucum. Exons are shown as blue letters, the intron is in grey letters, and the 3ʹ and 5ʹ UTR are the black letters. The amino acid sequences (red letters) are written above the nucleotide sequence of ORFs, and the B12D domain in the deduced proteins are in bold. The start and stop codons are highlighted in yellow.





[image: ]
[bookmark: _Hlk75430920][bookmark: _Hlk74131168]Supplementary Fig. S2. Functional protein association for the G-box B12D protein from O. sativa; OsJ_20800, the rice homolog to the deduced PgB12Dg protein predicted by STRING database. The associated proteins SWEET1A, SWEET1B, SWEET2A, SWEET2B, SWEET3A, SWEET3B, and SWEET4, are bidirectional sugar transporters.
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[bookmark: _Hlk75180029][bookmark: _Hlk76310289]Supplementary Fig S3: The NCBI tBLASTn hit for O. sativa protein #OsJ_20800 against the Whole Genome Shotgun Contigs database, limited by the Pennisetum glaucum genome. The shown alignment includes the genomic region of chromosome 2 of P. glaucum (LKME02052028.1) from nucleotides 114,581,452 to 114,582,550.
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M A S R W V R P E V
AGTCCGAAGAGCCTCCGACTCCG - GCC AGC CGC TGG GTC CGA CCC GAG GT GAGCTTCCTCGTCCTCAGTIGTTTICGTCT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCT
CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGGCTTAT
Y P L F A A M G V A V G I C€C G F Q L

GOGGGCTTCCGCTGCCGTGCAGGT G TAC CCG CTG TTC GCG GCG ATG GGC GTG GCC GTC GGC ATC TGC GGG TTT CAG CTC

F R N 1 T G N P E V R
TTC AGG AAC ATC ACC GGC AAC CCG GAA GTC AG GTCCGGATCTGGACTCTTTTAACTCCTTTACCCGTTTGATCCTTGCAA
GAGATGTGATGT GTTTGGC CTTTGTTG GTCGTCTATGTGCACTTCAAGTTCA
GTAGTCACTAGTCTGTACCCTTCAG rT( ATTCCTTGTTTGGACTGTTGGACCCATGGCTTCGAGTTGACTTATCAGGCAATGGTAG
CTGTGGTCGTATCCATCAGGTGAAATTTTGTGGCTGTAGTTTTTCTATGTTGAGAATTCGTTCTTTCTGGTCGGCGAGGTTGAAGA
TT/ AGACCTTTCGTCTAGTCACCCCTTCCAAGATAAAGGGTCCAAATACATGAAGTAATTTTTTTAGTTGAATTAAGGACTTTT
GGTCTTTTAGAATCCCAACATAAGATTGGGAAATGCCATAGCCAAACTGTATGTTTTTTGGAGGACGTGTTGTTAGTGTAGTTGC
ATCAGGTCATGATTTTTTTAGTAAAAGCATGAGCTTGATCATGCTTGTAGTACCTCTTGTTGCAGAAAAAGCCACAATTTTGAGCT
CGTTGTGTGTGTGTAACATGCACCCCTCTTGTATAACCATTGATGTATTGCATTCATGTTTACTGTTTGTGATCTTCGACTCTTATT
CTTCTTGAGTTCAAATGGCTAATTAACTGTTGTCTTTTACATGTGTGGTGTAATCTGTATAATGCAAAGAAAATGACTTTTTITATA
ACTGCACTTGGTTTGATTTCATTGTAACACCACTTGATGACTTGTTTGAATTCATGCTGTGCAATATTATTTTTTAGTTAAAGTACC
vV N K A G R A A G V L
ATGTGCATACTTGATATGCAAATGAAAATTGCTTGAATTTACAG G GTG AAC AAG GCA GGG AGG GCA GCT GGG GTG TTA

E N H E E G R R Y A M H G L R 8 F v H D K T P E
GAA AAT CAC GAG GAG GGG AGG CGT TAC GCA ATG CAT GGA CTC AGA AGC TTT GTG CAT GAC AAG ACC CCC GAA

I M P S I N K F F T E P K
ATC ATG CCA TCG ATC AAC AAG TTCTTC ACT GAG CCA AAG - AGCATTTTGCTTGGCTGTTGAATCGCTAT
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Cenchrus americanus cultivar Tift 23D2B1-P1-P5 chromosome Pg2, whole genome shotgun
sequence

Sequence ID: LKME02052028.1 Length: 243054348 Number of Matches: 2

Range 1: 114581452 to 114581595 GenBank Graphics ¥ Next Match
Score Expect Method Identities Positives Gaps Frame

91.3 bits(225) 2e-20 Compositional matrix adjust. 42/48(88%) 45/48(93%) 0/48(0%) -1

Query 40 RVNKVGRAAGVLENHEEGRRYAEHGLRNYVRDKTPEIMPAINKFFTEP 87
RVNK GRAAGVLENHEEGRRYA HGLR++V DKTPEIMP+INKFFTEP
Sbjct 114581595 RVNKAGRAAGVLENHEEGRRYAMHGLRSFVHDKTPEIMPSINKFFTEP 11458

-« »

Range 2: 114582458 to 114582550 GenBank Graphics A Previous Match 4 First Match
Score Expect Method Identities Positives Gaps Frame

67.0 bits(162) 6e-12 Compositional matrix adjust. 30/31(97%) 31/31(100%) 0/31(0%) -3

Query 10 EVYPLFAAMGVAVGICGFQLFRNITGNPEVR 40

+VYPLFAAMGVAVGICGFQLFRNITGNPEVR
nsbjct 114582550 QVYPLFAAMGVAVGICGFQLFRNITGNPEVR 114582458




