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AdaptedvfromvRodríguezvet al4wv2xk2;v2xx94v

Figure S1.v Awv Embryonicv transcriptv levelsv forv SbABI4, SbABI5v
andvSbGA2ox3vgenesvduringv2xºCvincubationvofvimmaturevgrainsv
forv RedlandB2v 5sproutingv susceptiblewv fullv symbols3v andv IS953xv
5sproutingv resistantwv emptyv symbols34v Barsv indicatev thev SEM4v
SbABI5v proteinv accumulationv 5detectedv byv westernv blot3v duringv
grainv incubationwv arev shownv belowv SbABI5v transcriptv levelsv forv
bothv lines4vBwvEvolutionvofv germinationvpercentagev 5circles3v andv
embryonicvcontentvofvGA4v5triangles3vduringv incubationvtimevforv
RedlandB2v5fullvsymbols3vandvIS953xv5emptyvsymbols3vimmaturev
seedswv incubatedv atv 2xºC4v Theyv greyv boxv indicatesv temporalv
coincidencevforvallvcomponents4vResultsvtakenvfromvRodríguezvet 

al4v52xk2;v2xx934



SbGA2ox36probe6(2426bp)

GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTG
CCATCGCCTCGTATCGTATGCGTCTCCCATGGAGC
CATGCATGCAGCGCGGCGGGCCGACCTGCCACCG
GTGGATCGCGTCCGGACACGTCGCGCCCCGGACC
CCGACTGCCCTGGCTCCATCGGCACCGTGCACCC
AAAGCGATCCCACCCCCGATGCATCCTTTTCGTCT
CCCTGTCAGCTGGGTCCCATCCAGCCAGGTGCCG
CC

SbGAMyb probe6(1836bp)

TCTGGGAAGAACCAACAACCATCGGTCCGAAGTT
CAAGTTCTTCTGCTGGCACACCTTGTGAGACTAC
TACGGTGGTTAGCCCAGAGTTTGATATGGGCCAG
GAATATTGGGAAGAACAGCCTGGTTCTTTCCTCA
GTGAATATGCTCATTTTAGTGGAAATTCTTTGACC
GAATCCACTCCT

SbGA2ox36probe6a6(1316bp;6intact6ABRE6and6CE)

GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTG
CCATCGCCTCGTATCGTATGCGTCTCCCATGGAGC
CATGCATGCAGCGCGGCGGGCCGACCTGCCACCG
GTGGATCGCGTCCGGACACGTCGCGCCC

SbGA2ox36probe6b6(1316bp;6mutated6ABRE)

GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTG
CCATCGCCTCGTATCGTATGCGTCTCCCATGGAGC
CATGCATGCAGCGCGGCGGGCCGACCTGCCACCG
GTGGATCGCGTCCGGACAATTCGCGCCC

SbGA2ox36probe6c6(1146bp;6mutated6CE6and6no6ABRE6included)

GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTG
CCATCGCCTCGTATCGTATGCGTCTCCCATGGAGC
CATGCATGCAGCGCGGCGGGCCGACCTGCTTCCG
GTGGATCGCGT

Figure6S2

AtEm66promoter6probe6(1866bp)

AGTTAAAGAACACGCGGCGAAGAAGTACGGCCA
CTACCACGTTCAAAGTATACGTCAGCTAATAAAG
TCAGACACGTGGCATGTCACCAAGAAAGAAGAG
CATACGTATGACGTACCGATTGTCCCTGAGTCAC
CACGTCGAACATCCACGATGCAACACAACCAAA
ACGCCCTCCGGATTGA

Figure6S2. Complete sequences of probes used in EMSA experiments. 
Mutated bases are highlighted in red in probes b and c.  
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Figure S3

Figure S3.CPhylogeneticCrelationshipsCforCGAvoxsRCArabidopsisC
thalianaC GA:oxsC andC GAvoxsC wereC includedC forC outgroupC
comparisonRC Full&lengthC proteinsC wereC alignedC usingC ClustalWC
)ThompsonC et alRkC 5ZZSMRC MrBayesC )HuelsenbeckC 9C RonquistkC
v005MCwasCusedCtoCconstructCaCBayesianCinferenceCphylogeneticC
treeC withC 5k;00k000C generationsRC BootstrapC supportC valuesC areC
indicatedRCGAvoxsCwereCdividedCintoCthreeCdifferentCgroups:CIkCIIC
andCIIIRCMembersCofCICandCIICgroupsCcatabolizeCC5Z&GAskCwhileC
membersC ofC IIIC groupC catabolizeC Cv0&GAsRC At:C C Arabidopsis 

thaliana;C Bd:C Brachypodium distachyon;C Mt:C Medicago 

truncatula;C Os:C Oryza sativa;C Pt:C Populus trichocarpa;C Sb:C
Sorghum bicolor;CVv:CVitis vinifera;CZm:CZea mayz.



IS9530     -505  GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTGCCATCGCCTCGTATCGTATGCGTCTC
RedlandB2  -505  GGGCGCCGTGGGAAAACTGCTATTGGCCGGCGTGCCATCGCCTCGTATCGTATGCGTCTC
                 ************************************************************

IS 9530          CCATGGAGCCATGCATGCAGCGCGGCGGGCCGACCTGCCACCGGTGGATCGCGTCCGGAC
RedlandB2        CCATGGAGCCATGCATGCAGCGCGGCGGGCCGACCTGCCACCGGTGGATCGCGTCCGGAC
                 ************************************************************

IS9530           ACGTCGCGCCCCGGACCCCGACTGCCCTGGCTCCATCGGCACCGTGCACCCAAAGCGATC
RedlandB2        ACGTCGCGCCCCGGACCCCGACTGCCCTGGCTCCATCGGCACCGTGCACCCAAAGCGATC
                 ************************************************************

IS9530           CCACCCCCGATGCATCCTTTTCGTCTCCCTGTCAGCTGGGTCCCATCCAGCCAGGTGCCG
RedlandB2        CCACCCCCGATGCATCCTTTTCGTCTCCCTGCCAGCTGGGTCCCATCCAGCCAGGTGCCG
                 ******************************* ****************************

IS9530           CC  -263
RedlandB2        CC  -263
                 **

Figure S4

Figure S4. GA2ox3hprobehsequencehalignmenthforhS. bicolorhgenotypeshIS9530handhRedlandB2.hSequenceshwereh
completelyhalignedhwithhClustalhWhsoftwareh)Thompsonhhet al.,h1997).



Figure S5

Figure S5. vDomainvarchitecturevofvgroupvIvmonocotvGA2oxsvproteins,vshowingvthevsimilarityvinvdomainvcompositionvandvlocation.v
SbGA2ox4vappearsvasvavtruncatedvversionvofvSbGA2ox3.
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Figure S6

Figure S6., Pair, wise, comparison, plots, between, SbGA2ox3, and, each, M3, member, promoter, ROsGA2ox3g, OsGA2ox4g,
BdGA2ox5,and,BdGA2ox8.,performed,with,EARS,tool.,Red,dashed,line,indicates,the,selected,cut,off,pkvalue,R0.0001.g,
suggesting,the,existence,of,significant,peaks,1,and,2,in,all,the,comparisons.,,,



Specie ID code GA2ox name Database

Arabidopsis thaliana ath:AT1G78440 GA2ox1 KEGG

ath:AT1G30040 GA2ox2

ath:AT2G34555 GA2ox3

ath: AT1G47990 GA2ox4

ath: AT1G02400 GA2ox6

ath: AT1G50960 GA2ox7

ath:AT4G21200 GA2ox8

ath:AT1G15550 GA3ox1

ath:AT1G80340 GA3ox2

ath:AT4G21690 GA3ox3

ath:AT1G80330 GA3ox4

ath:AT4G25420 GA20ox1

ath:AT5G51810 GA20ox2

ath:AT5G07200 GA20ox3

ath:AT1G60980 GA20ox4

ath:AT1G44090 GA20ox5

Brachypodium distachyon bdi:100826640 GA2ox1 KEGG

bdi:100841118 GA2ox2

bdi:100835624 GA2ox3

bdi:100836239 GA2ox4

bdi:100831936 GA2ox5

bdi:100821200 GA2ox6

bdi:100842224 GA2ox7

bdi:100845998 GA2ox8

Medicago truncatula MTR_1g086550 GA2ox1 KEGG

MTR_2g019370 GA2ox2

MTR_2g033270 GA2ox3

MTR_4g096840 GA2ox4

Oryza sativa LOC_Os05g06670 GA2ox1

LOC_Os01g22920.1 GA2ox2

LOC_Os01g55240.1 GA2ox3

LOC_Os05g43880.1 GA2ox4

LOC_Os07g01340.1 GA2ox5

LOC_Os04g44150.1 GA2ox6

LOC_Os01g11150.1 GA2ox7

LOC_Os05g48700.1 GA2ox8

LOC_Os02g41954.1 GA2ox9

LOC_Os05g11810.1 GA2ox10

LOC_Os04g33360.1 GA2ox11

Populus trichocarpa POPTR_550316 GA2ox1 KEGG

POPTR_409194 GA2ox2

POPTR_758699  GA2ox3

POPTR_765885  GA2ox4

POPTR_723959     GA2ox5

Rice 

Genome 

Table S1. GA2ox proteins sequence accessions, naming terminology and data base

used for eight plant species.

http://www.arabidopsis.org/servlets/TairObject?id=136522&type=locus


POPTR_822902 GA2ox6

POPTR_245496     GA2ox7

Sorghum bicolor Sb09g004520 GA2ox1 KEGG

Sb03g013450 GA2ox2

Sb03g035000 GA2ox3

Sb09g006490 GA2ox4

Vitis vinifera vvi:100258599 GA2ox1 KEGG

vvi:100248676 GA2ox2

vvi: 100244543 GA2ox3

vvi:100264177 GA2ox4

vvi:100248356 GA2ox5

Zea mayz zma:100281860 GA2ox1 KEGG

zma:100285694 GA2ox5

zma:100280480 GA2ox6

zma:100272456 GA2ox7

zma:100192514 GA2ox8

zma:100284370 GA2ox9


