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G.max_Glyma.10G204700 LOSQSPKRDGEN- - - -EHKKRSSLSVYANLGPEHLKKDIVECQNLVLDTANV - - - - - - - - 390
G.max_Glyma.20G185800 LQSQSPKRDEEN- - - -EHKKRPSLSVYADLGPEHLKKDIEECQNLVLDPANV-------- 410
M.truncatula_Medtr5g053430 LRSQSPTRDGKDE - - -EQKNQPSLSIYAQLGPEHLKKDIEDCQNLVLEPSNVES - - - - - - 412
G.max_Glyma.01G088200 LQSQSPSRDGKHE - - -DHKNQPGLSVYAQLGPENLKKDIEECONLALDKAN------- -~ 394
G.max_Glyma.02G100200 LQOSQSPSRDGKHE - - -DHKNQPGLSVYAQLGPEHLKKDIEECQNLALNPAN - - - - - - - - - 404
K.fedtschenkoi_ Kaladp0073s0030 LOSQSPGRQGFA-NPQESKGRPRLADYSRLGPENLKKDLEECQTLEFDPTKIELD-ALLE 411
K.fedtschenkoi_Kaladp0062s0046 LRSQSPSRDFAVPEPHKPKAKPCLSDYATLGPNDLKRDLEECQKLVLDPANIEID-T- -~ 407
P.trichocarpa Potri.008G116600 LQSQSPSRGGHGT - - -GASGKSGLSDYARLGPEHLKKDLEECONLELDPANIELD-T- - - 401
P.trichocarpa Potri.010G129700 LQSQSPDRGGHGT - - -EANGKTGLSDYALLGPEYLKKDLEECQNLELDQANIELD-T- - - 401
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A.thaliana AT1G25580 TD*-m e mmmm e 449
M.truncatula Medtrl1g093680 TIN*---------- 481
G.max_Glyma.10G204700 AFD*---------- 422
G.max_Glyma.20G185800 AID*---------- 442
M.truncatula_Medtr5g053430 VVK*---------- 445
G.max_Glyma.01G088200 AGQADVFVTTFCC* 451
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P.trichocarpa Potri.008G116600 VAD*---------- 428
P.trichocarpa_ Potri.010G129700 -------------- 423

Figure S1. Sequence alignment between SOG1 amino acid sequences from 4. thaliana, M. truncatula, G. max, K.
fedschenkoi, P. trichocarpa, performed using CLUSTALW online tool.

Table S1. Percentage (%) of similarity between SOG1 amino acid sequences from A. thaliana, M. truncatula, G. max,
K. fedschenkoi, P. trichocarpa. In red are evidenced % similarities among the target species and A. thaliana
(AT1G25580). Letter in brackets (a,b,c,d) refer to the nomenclature given to SOGI isoforms based on sequence
similarity to A. thaliana.

1(%) [ 2(%) | 3(%) | 4(%) 5(%) | 6(%) 7 (%) | 8(%) | 9(%) | 10 (%) | 11 (%)

AT1G25580 100 53.46 | 58.85 | 59.85 60.10 | 57.43 6144 | 57.11 60.87 | 62.04 58.48
Medtr1g093680 (b) 53.46 100 69.36 | 69.74 65.84 | 66.90 69.38 | 55.23 | 58.08 | 59.20 58.23
Glyma.10G204700 (c) 58.85 | 69.36 100 93.60 7536 | 74.76 77.51 60.91 63.26 | 66.18 65.01
Glyma.20G185800 (b) 59.85 | 69.74 | 93.60 100 76.07 | 75.71 7727 | 61.72 | 64.96 | 66.91 66.00
Medtr5g053430 (a) 60.10 | 65.84 | 75.36 | 76.07 100 76.36 80.52 | 60.80 | 65.00 | 65.71 64.08
Glyma.01G088200 (d) 57.43 | 66.90 | 74.76 | 75.71 76.36 100 88.97 | 56.12 | 61.89 | 64.39 64.44

Glyma.02G100200 (a) 61.44 | 69.38 | 77.51 | 77.27 80.52 | 88.97 100 59.52 | 64.88 | 68.63 64.76
Kaladp0073s0030 (b) 57.11 55.23 | 60.91 61.72 60.80 | 56.12 59.52 100 61.25 | 63.29 60.95
Kaladp0062s0046 (a) 60.87 | 58.08 | 63.26 | 64.96 65.00 | 61.89 64.88 | 61.25 100 64.72 62.88
0 | Potri.008G116600 (a) 62.04 | 59.20 | 66.18 | 66.91 65.71 | 64.39 68.63 | 63.29 | 64.72 | 100 84.12
1 | Potri.010G129700 (b) 58.48 | 58.23 | 65.01 66.00 64.08 | 64.44 64.76 | 60.95 | 62.88 | 84.12 100
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Table S2*. Lists of putative cis-acting regulatory elements identified in the promoter regions of MtSOGla and
MtSOG1b obtained using New PLACE Database (https://www.dna.affrc.go.jp/PLACE/?action=newplace). The site
name, the position within the query sequence, the DNA strand (+ or -) within the query sequence, the consensus signal
sequence and the site code are provided. A comparison between the putative cis-acting regulatory elements identified
in the promoter regions is also given. The site name, the consensus signal sequence, the site code, and the number of
copies identified in both promoters are provided along with annotations retrieved from New PLACE.

Table S3*. Lists of putative protein-protein interactors, identified via STRING ((https://string-db.org/), provided for
A. thaliana AtSOG1, M. truncatula MtSOG1 and MtSOG1b, G. max GmSOG1la, GmSOG1b, GmSOG1lc, GmSOGId,
and P. trichocarpa PtSOGla and PtSOG1b. A comparative analyses between the predicted interactors af all the
proteins from the different species is also provided.

* Tables S2 and S3 are provided as separated excel files with multiple sheets.



