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nMyb113-AtGFP plasmid - Final after cloning
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pMYB113 (WT)-GFP//355-mCherry (transfection control)

Bright Field Red filter Green filter

Figure 8(a)

pMYB113 (variant A2.1DEL)-GFP//35S-mCherry (transfection control)
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tatctaaccaaaatittaaaaaataatatatccatttagtgaccoccacccactcagacoga

KA AR AR A RA KRR AR KRR AR A AR R AR AT ARR KK AR AR A AR AT R AR AR AR A A A A AT H R &

cccgcectaaaaatgtaatattaacctttttttatatttaaaagaatactttcttatttctt

ccocgotaaaaatgtaatatitaaccittitttatattiaaaagaatactitettattictt

A KK EE K LI E KA E KK T LT AKX X AT AKX AT A AT AK TR A T A A F AN K
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aaaagttggattagaaataaaaaatcatatcaacagattttaattaaaaaaatcaattaa
aaaagttggattagaaataaaaaatcatatcaacagattttaattaaaaaaatcaattaa

IR EEE AR SRS E RS EEEREEEEEEEEEEEREEEEEEREEEEEEEEEEEEEEEEEEEEEES]

ataaattcaatgactttataagtaaaacagtcatataattaaatgacttittaaattataa

ataaattcaatgactttataagtaaaacagtcatataattaaatgactittaaattataa

ARKERRKEAKK KRR TR AR KRR KRR AR KRR A RKRRRKAKRARRKARAARAR AR R AAXRARAAINAARA K

atcaaaattagagtaaattttagaaataaaaatttacaattaaataagtatatgagatat
atcaaaattagagtaaattttagaaataaaaatttacaattaaataagtatatgagatat

AER KK KKK AR KRR KRR TR KRR KRR KRR A RA KRR AR R AR KRR AR R AR ARAAAKAARAAAAAA AT AR

tatctcaacggttcaattatctttoctatgaacattcatttcegacaactggtactaaaag
tatctcaacggttcaattatctttctatgaacattcatttcocgacaactggtactaaaag

HEKEKE K KA KRR KKK TR R KRR AR KRR AR R AR KR AR KRR ARKT AR AR A ARAR AR A A A AT A AT R

ctctacatctcctagtgggaaaccacatggacctcacgacaaaaacactttittcaaaag

ctctacatctectagtgggaaaccacatggacctcacgacaaaaacacttttttcaaaag

KA KKK KA AR KRR KRR KRR AR AR R AR KR AR AR R AR KA R KRR AR AKRARKR AR A A A AT AT AT H

aatattgtttgcaattatatgccaaaagatctacattaatagaacatgccattatggogt

aatattgtttgcaattatatgccaaaagatctacattaatagaacatgocattatggegt

KKK I IR KKK KKK KK ER R KRR KRR KR KR KKK KKK KE AR KR AR A RN ARKAARA AT AR AR XK K

agctagaagtctgattacagatttiagtitaaattcaacaatatttacttaaataatatatt

agctagaagtctgattacagatttagttaaattcaacaatatttacttaaataatatatt

KKK RKEREKKRTERKR KKK KRR KRR KRR KK KKK I RK AR T RA A AR AR ATAATARE AR A

tatatagtaattttttttataaaatatatacaaattaagctaaagaattcaattactaac

tatatagtaattititttataaaatatatacaaattaagctaaagaattcaattactaac

LB EEEEE SRR EEREEEEREEEEEEEEEEEEE SRR EEREREEEEEEEEEEEEEEEEEEEES]

ccocttaaaatigtattataaattcaatgttaaaattttaatttctococgtgeottaacatt
cccttaaaattgtattataaaticaatgttaaaattttaatttcteocceocgtgecttaacatt

LEEEEEEEE RS EEEEEEEEE RS EE RS EEREREREREEREREEEEEEEEEEEEEEEESEE S S
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acttatcaaatttttgtttctatgtagaaaagtactactactcttttgactegtctagat

acttatcaaatttttgtttctatgtagaaaagtactactactctittgactecgtctagat

A AR AT AR AT AR KE TR KRR E IR TR A AR AR AT AR RAAARAA AR I A KRNI AR A A A AR A A XK

gtctcctatagatctoctaataagactaaaatttoccagtittaagattttectoacaatt
gtctcctatagatctcctaataagactaaaattteccagttttaagattttectecacaatt

A KK E T AR AR T AR A AT A KA AR A KRR RN ARA AR A AR AR AR A A A A A AR A Ak dhwk

attattcttaatcteccatgecacctaccgagtocacacatatattaaatgagectctaata

attattcttaatctoocatgecacctacocgagtocacacatatattaaatgagectictaata

A A E AR E R A A AR TR A E A A E A A A AR A A A A XA XA AR A AT A A AN A AARAKA A AR AT ATR

aatttgctccaattggggtatattatatctattaatttatgatctacctaatgataattt

aatttgctccaattggggtatattatatctattaatttatgatctacctaatgataattt

A A KT KT AR IR TR AR KRR R T IR TR IR AR R AR AR XA AR A A AT AR AR T AR AR A A AL AN A

gtaatctagttaaaatgatggcaaaaaaaatataatatctagactgaagttcttagtcaa
gtaatctagttaaaatgatggcaaaaaaaatataatatctagactgaagttcttagtcaa

AR AT AR KR KA R KA AR A KRR A AR AR R AR AR AR AR RA AT A A A A AT A I A AT A F A Aok

tagcgtaaatgaaagaaaaaaaaagctcaagaagaaacatgatatcttgttgotetgatt

tagcgtaaatgaaagaaaaaaaaagctcaagaagaaacatgatatcttgttgetetgatt

AT KT AT TR AR E AR A AT R R AR R R R AR AR A AR A AR AR AR AR A AR A AR TR X ARKEA X AR AT R

cgtaaaaaaaacataataacttcataaaatatcttatcttttgaacagagcgtataacaa

cgtaaaaaaaacataataacttcataaaatatcttatcttttgaacagagcgtataacaa

LEE AR R E R R R R R RS EEEEEEEEEEEEESEEEEEEEEEEEEEEESEEEEE TS

taataatgaaaaaaataaaatatattactagtaatactaagattagttacctgagactgt
taataatgaaaaasaataaaatatattactagtaatactaagattagttacctgagactgt

F e KK Fe e KK ek KKk K ek KWk e H ek kK e e e % ok e g A o o ok e e o ok o ek ok

ttecctatetitigtitgatttgatitattaaggacaaltatgtttcaacggeccatgectita

ttectatcttttgttigatttgatttattaaggacaattatgtttcaacggecatgetta

AT AT AT R T A A A AT A XA XX AKX X AT AT AARN A AN AN RN

tccatgecattattgatgatcaatatattattaaatgctattactatagtttgeocacgtac

tccatgecattattgatgatcaatatattattaaatgctattactatagtttgocacgtac

AEKKKKIA KKK KK KKK EK AT RKRA KA KRR KA R KRR KRR AR AR KR IR ARAR AR A AR A A A AR T A AR
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ttcctotatctotaattatttgtecgettitgaattgacgaatttaccattttateteta
ttecctetatectetaattatttgtecgettitgaattgacgaatttaccatbttateteta

Jr e dcd ok dood g g ok ded gk gk gk g do dedoodk deod deod e % e k de g % d % gk e g gk do gk do gk e g e g e g ok o ke

ttaattatgaagtggatgaaaat————————— Lttctacattitticaaaataattagtc

ttaattatgaagtggatgaaaataagattaattattctacatttitcaaaataattagte

LA R AR RS E SRR R RN SRS EEXEXXKXXXKXXAXAARA AKX AR AFTT AR AL

atttaattgagagaataataggtaaaaagaatttgtoctttocttgatttgtcaaaatgga
atttaattgagagaataataggtaaasagaatitgtoctttottgatitgtcaaaatgga

EERE A KK KKK AR AR T AR KA TR AR KRR K AR FARKR KRR AR AR KT AR A AR A AKX AXF AT A AR A HE AR

caagtaattagggacaaagggagtattaattatatgttcttectgtcaaccgacccaaccg

caagtaattagggacaaagggagtattaattatatgttcttctgtcaaccgacceaaceg

AT KKK AT AT AT AT T KA TR A A A AT AR AT AT AT IA AR AR AK A AT A A A A AT E AR

acccctaaagagattaatta tccagactgaagttattttt

acccctaaagagattaattaaggttgattgoccatgatgagecocagactgaagttattttt

EEXEKEEKXXKXKXXKXXKRXK K] AEEIXAXAEFAXTARERTRAARSE
ctgtttactacagagtcitccaagaacaaaaacttaataattgtatggectgectatacaaa

ctgtttactacagagtcttccaagaacaaaaacttaataattgtatggetgectatacaaa

KR KKK KR AR R KR AR KR A KA KR AR KRR KRR KR AR AR AR A AR AR A A AR ARAAA R AR A A AR AR

attcecccacctaccacttcocctggaataattgatatggaageccgectetaaaattgaataa

attccccacctaccacttcctggaataattgatatggaageccgectctaaaattgaataa

I KT KT AT T KT AT XTI AA AR T A A A T AT A I A AR AT T AT AT A A AT A S A AT Ao d

ttatattgttttacatattatataaggcaaggtatagccaaatgaattttcat 5033

ttatattgttttacatattatataaggcaaggtatagccaaatgaattttcat 5033

LR EEERESEEREEEEEEEREEREEEEEEEEREEEREEEREEEREEEESEEEEE]
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GGAGCAAAGATAATAGAARATTATCTCACARATTTTATAAAATTTATATATATGGCATGT

GGAGCAAAGATAATAGAARATTATCTCACARATTTTATAAAATTTATATATATGGCATGT

KK AR A A KA A A KA A A KA A A AR A KRR A A A A AR AR KRR AR A AT ARNA AT AR ARKA A A A A AR AR K

GTGAAGCCTTCACARATTATTGGAGGTTTTATATAGAGAGTGCAGTGACTGCCATATTTT
GTGAAGCCTTCACAAAT TATTGGAGEGTTTTATATAGAGAGTGCAGTGACTGCCATATTTT

KA A A KA A AT AT A A AT A A A I A A A A A A A A A AT AR A AT A AKX AA AT AR A AATAAXNA AT A A AT A A

ATATCCACGTTTAATTcgtgac————————— tagataatgtggTTTTGCTATTGTTTAC

ATATCCACGTTTAATTCATGCTGAATTTGCTAARAARTTAGTTTGTTTTGCTATTGTTTAG

KEXKKAKKKXKXKXTRKRXXK KX * ¥ * *%k * * OAAKAIXAKRT AT T AA KA H &

gt-————— atgtigtattcttttTAGCAGCCAGACTCTTCGTTCTTTTTAATTACGTAT

ACAAGAGARAATGGTTCACTGCACTTAGCAGCCAGACTCTTCGTTCTTTTTAATTACGTAT

*hk kK * * KEEA AKX ARA XTI A RT AKX T XA XXX I XA XA A KA A& b & &k

AATAATAACARATGTCAATAAATCTGTTTTGTACTTCTACATGGTTGTCTTTCTATTGCAA
AATAATAACAATGTCAATAAATCTGTTTTGTACTTCTACATGGTTGTCTTTCTATTGCARL

KEEEE A KA KA AKX A A AT AT AR A A A AT AT AT ITAARARAATAXRA A AT AT T A AL A A A& & & ok &

CATTTCTTCAAAATATTACAAAAAAAAGAAACTAAAGTTARARARAGTTATAATAATGTTTT

CATTTCTTCAAAATATTACARRAAAAMGAAACTAARGTTAARAAGTTATAATAATGTTTT

R RS E SRR SRS SRR AS RS SRR EREREREEERERE RS EEEEEESEEREEEESEEEEEE]

GTTAAAAAGTTATGTATGTTCAACTAAAGTTATATATTTTCATTTTCTGGTTATTTTTGA

GTTAARAAAGTTATGTATGTTCAACTAAAGTTATATATTTTCATTTTCTGGTTATTTTTGA

LR EE RS SRR RS RS ERERE R ERERERERE RS R R R R eSS E LS

TTACTAAAATATGTTTAAATAAAATTGCAACAGATTAATTGAACTGTTATAACATTTGAT

TTACTAAAATATGTTTAAATARRAATTGCAACAGATTAATTGAACTGTTATRAACATTTGAT

RS SRR LR ERERERE LSRR EEEEREREEEEEEEEEEEESEEEEEEEEEES]

CTATATGGACGAATCATTGCAACTTTTGATTTTGTTTTATGAGCCGTTGTAATTTTTTTT

CTATATGGACGAATCATTGCAACTTTTGATTTTGTTTTATGAGCCGTTGTAATTTTTTTT

LEERES SRS E SRS RESEREREREEEEEEEEREEERE R EEEEEEEEEEREEEEEEEESES]
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OP625 225 ATTTAATAAACTTTTAATTATCTACTGTTGCGTATTTCGGTATAACTTTTTATATAATTT 600
WT MYB113 promoter ATTTAATAAACTTTTAATTATCTACTGTTGCGTATTTCGGTATAACTTTTTATATAATTT 600
KE K EEIEKEIT R KT RKEARE T AK AT AR AKX XK AR TR AR TR IR AT ARk KKk kkhxxhdhdh
OP625 225 AGARATATTTATTTATTTARATAAAGTTGTAATCGTTATTCGACGAATCATTGTAATATT 660
WT _MYB113 promoter AGAAATATTTATTTATTTAAATARAGTTGTAATCGTTATTCGACGAATCATTGTAATATT 660
R AR R RS SRR R R R R R SRR SR SRR RS EERE RS RS RER SRR NSRS RS REEEE ST
0P6257225 TGATTTTATTTTATAGACCCATGTAATTCTTAGT TTATTTTGACTGAGCATTGTAACTTT 720
WT_MYBll3 promoter TGATTTTATTTTATAGACCCATGTAATTCTTAGTTTATTTTGACTGAGCATTGTAACTTT 720
e e % P de e g v de gk dedo ok g g T ook o dede de de s e g Fe e e de v g e e e de e de e Ko gk ke ok R
OP625_225 TATAATATTTAATATATACGACCTCATCACTCTGTATARATTGTTATATAARCTARTTTTT 780
WT MYB113 promoter TATAATATTTAATATATACGACCTCATCACTCTGTATAAATTGTTATATAACTAATTTTT 780
LA E Rt R AR R AR R R R SRS R EE SRR R R SRS SRR EEE SRR R SR EEEE S
OP6257225 AAAACTAAAATATATATTTAAATAAATTATTGCAACCGGTTTATTGRATCAAT 833
WT_MYB113 promoter AAAACTARAATATATATTTAAATAAATTATTGCAACCGGTTTATTGAATCAAT 833
Fe kK g FoKk ok K de R Fed K Fodde R g ok ek KRR kK Kok Rk kK Rk ok kK ok ke Kk ko ok ek ok kk ok
Wheat
Natural variation across RNA-seq experiments Predictions of CRE.ALTIVE™ model
94.71% within = 5 FPKM 83.38% within = 5 FPKM
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Figure 11(a) Figure 11(b)
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