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Figure S1. Molecular weight (kDa) vs. isoelectric point plots of TaBZR genes. The distinct round shape

colors represent the TaBZR gene family members.
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Figure S2. Distribution of TaBZR genes in a different group of the phylogenetic tree. The y-axis

indicates the number of TaBZR genes and x-axis indicates the phylogenetic groups.
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Figure S3. Phylogenetic analysis of TaBZR genes. A phylogenetic tree was constructed using MEGAX
with the neighbor-joining (NJ) method and 1000 bootstrap replications. A black asterisk indicates the

duplicated genes.
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Figure S4. Chromosomal distribution and duplicated BZR gene pairs in wheat. Duplicated BZR gene

pairs are connected with lines with distinct colors. The figure was generated using TB tools.
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Figure S5. Distribution of exon and introns in TaBZRs gene family. The y-axis indicates the number of
exon and introns and x-axis indicates the TaBZR genes. Exons and introns are represented by purple and

orange boxes, respectively.



TaBZR1.1
TaBZR1.2
TaBZR1.3
TaBZR2.1
TaBZR2.2
TaBZR2.3
TaBZR2.4
TaBZR2.5
TaBZR2.6
TaBZR3.1
TaBZR3.2
TaBZR4.1
TaBZR4.2
TaBZR4.3
TaBZR4.4
TaBZR4.5
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

TaBZR1.1
TaBZR1.2
TaBZR1.3
TaBZR2.1
TaBZR2.2
TaBZR2.3
TaBZR2.4
TaBZR2.5
TaBZR2.6
TaBZR3.1
TaBZR3.2
TaBZR4.1
TaBZR4.2
TaBZR4.3
TaBZR4.4
TaBZR4.5
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

40

60

----- ARAEAEAGLGRTPIW
----- ARAEADAGLGRTEIW
----- ARAEADAGLGRTPIW
MEGVAKSVVAP--MEVAAGAVGEEAMAVAVAAGRRGCIRSTRGEWIVRRCARGGAVKTSLRHETP
MATGGGGGG--GAADFGRAAGGAGGEMPTINW
MEGVAKSIMAP--MEVAG-AGREEAEAAMEVAGRRGCIRSTRGEWIVRRCARGGAVKTSLRHETP
MATGGGGGG-—-—--ADFGRAGGAGGEMPIW
MEGVAKSIMAP--MEVAG-AGEEEAMA--VAAGRRGCIRSTRGEWIVRRCARGGAVKTSLRHETP
MATGGGGGGGGGGADFGRAAGGAGGEMETH
MLRLDPGEYDEETMGGAVKEED----DSDEEGEEDDFLVA~-~---GDE~--PRPPEQQGRRRGRGRE

MLRLDP-----== MGGAVKEEDGEGEDSDEE -EEEDFLVADARAGDEQHARPPE - --RRRGRGRE
MATKHP------- HGDADPSTS---PPPPPSRRPRGFASASTP--——-- AAPPPPGRRRGERERE
--------------------------------------------------------- MASRVEIW
MATKHP-----=- HGDADPSTS---PPPPPSRRPRGFASASNP-----~ EAPPPPGRRRGERERE
————————————————————————————————————————————————————————— MASRVETH
————————————————————————————————————————————————————————— MASRVETIW
———————————————————————————————————— MMHGEAGGS----GGGGGHGLGGTRVEIH
------------------------------------ MMHGEAGGS----GGGGGHGLGGTRVETH
------------------------------------ MMHGEAGGS----GGGGGHGLGGTRVEIH
MATKHP------- HGDADPSTS---PPPPPSRRPRGFASASTP-————- AAPPPPGRRRGERERE
BES1_N/ DUF822 Domain

80 100 * 120 *

F KH K K

F KH K K

F KH K K

YA KEH H

Il - - - Bl O BEEERY R

HiC s Bl Hill H H Hill e i e

0T e O O X W

KH
KE

MM M EEnE e Hm

24
24
24
63
27
62
25
60
29
55
54
49

49

25
25
25
49

89
89
89
126
92
125
90
123
94
115
118
114
73
114
73
73
20
20
90
114



TaBZR1.1
TaBZR1.2
TaBZR1.3
TaBZR2.1
TaBZR2.2
TaBZR2.3
TaBZR2.4
TaBZR2.5
TaBZR2.6
TaBZR3.1
TaBZR3.2
TaBZR4.1
TaBZR4.2
TaBZR4.3
TaBZR4.4
TaBZR4.5
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

TaBZR1.1
TaBZR1.2
TaBZR1.3
TaBZR2.1
TaBZR2.2
TaBZR2.3
TaBZR2.4
TaBZR2.5
TaBZR2.6
TaBZR3.1
TaBZR3.2
TaBZR4.1
TaBZR4.2
TaBZR4.3
TaBZR4.4
TaBZR4.5
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

P ________________________________________________________________
P ————————————————————————————————————————————————————————————————
P ________________________________________________________________
E ________________________________________________________________
P ________________________________________________________________
E ________________________________________________________________
P ________________________________________________________________
E ________________________________________________________________
P ________________________________________________________________
——————————————————————————————— SSSHP--————===———mmm—mmm oo
TPREAMLAEAISLSSPSAARARLPTLLEVSSSSCAPGIAVPPLAARPISRRAGCAEALRTAAASS
BS———-—- LPPEAQFGAFQATSLETEVFINSINSYAIGTPIDSQASALQTDDSLSPSSLDSVVVAE
P ________________________________________________________________
EP-——-- LPPEAQFGAFCATSLETEVFINSINSYAIGTPLDSCASALQTDDSLSPSSLDSVVVAE
B P —— == — e e
P ________________________________________________________________
P ________________________________________________________________
P ----------------------------------------------------------------
P ________________________________________________________________
EP-—--- LESEAQFGAFQATSLETEVFINSINSYAIGTPLDSQASALQTDDSLSPSSLDSVVVAE

200 * 220 * 240 * 260
——————————————————————————————————————————————————————————— PSSGEF
——————————————————————————————————————————————————————————— PSSGEF
——————————————————————————————————————————————————————————— PSSGEF
———————————————————————————————————————————————————————————— AERMD
———————————————————————————————————————————————————————————— AEEMD
———————————————————————————————————————————————————————————— AERMD

PFAVSRAVPEGGEASPLLAVEVPDDEDADAAMDGGDGGEQTGLATREAVAPPRPPPERDFAGTRY
QSIKNESYGNSSSANSINCMGSDQLLRASAVHAG-——=—==—========——————== DFTKTPY
---------------------------------------------------------- VIAEGIN
QSIKNESYGNSSSANSINCMGSDQLLRASAVWAG-——————————————————————~- DFTKTPY
__________________________________________________________ BAREGAN
—————————————————————————————————————————————————————————— LAREGEN
___________________________________________________________ PECARP
___________________________________________________________ PEQVRP
___________________________________________________________ PEQART
QSIKNESYGNSSSANSINCMGSDQLLRASAVCAG-————=——=—======—=——————- DFTKTPY

20
90
20
127
23
126
91
124
95
120
183
174
74
174
75
74
91
91
21
174

96
926
96

98

96

100

248
215
81
215
82
81
97
97
97
215



TaBZR1.
TaBZR1.
TaBZR1.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.

TaBZR4

TaBZR5.
TaBZR5.
TaBZR5.

TaBZR6

TaBZR1.
TaBZR1.
TaBZR1.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR5.
TaBZR5.
TaBZR5.

TaBZR6

WNKFEFOBWNENFOOBRWNFEWNKE

WNFEFOBWNHEFNFEFOODORWNEWNRE

ok 280 * 300 & 320

GGVSSAGMSPCSHSQLLSAPS————-—= SSEFESFVPSYHASEASS—————-—-- SFPSPTRLDNPS
GGVSSAGMSPCSHSQLLSAPS—====== SSEPSFVPSYNASEASS—===——===- SFPSPTRLDNPS
GGVSSAGMSPCSESQLLSAPS—————-— SSEPSEVPSYHASEASS———-—-———- SFPSPSRLDNSS
--VSIDFGASCSSGHL--———===—====== QPESHSHSVATEATAG-———————=———===—====
GIGCSVSPSECSHYQPSPRASYNASPTSSSEESGASSPFLPHSNN--MUNGVDATPILEWLQTES
=-RSPGVGASGS@DHL-——=========== QPR SHSG--ATEATAG-———————=——=========
GIGCSVSPSPCSHYQPSPRASYNASPTSSSFESGASSPFLPHSNN--MUVNGVDATPILEWLQTFS
--RSSGAGIGGSEDHP-————————====—= QENSHEG—-AREATAG-————————=——=======

GIGCSVSPSPCSHYQPSPRASYNASPTSSSEESGASSPFLPHSNN--MUNGVDATPILEWLQTFES
------- QLGVVEVKGEVAEADELVAQLRVLKAAGVDGVMVDCWWGNVEAHRPQEYNWAGYKRLF

: VEVYVMLPLGVVEVKGEVAEADELVAQLRVLRKAAGVDGVMVDCWWGNVEAHRPQEYNWAGYKRLF

IEVYASLSMGIINCYCQILVDPEAVRAELRHLKSINVDGVVVDCWWGIVEAWTPQRYEWSGYRDLF
EMVRSGSPSPCSIHQVSPRA ————————— SEFPYESGISSHTILGGGR--GSCYEGGSLIEWLENLS
IEVYASLSMGIINCYCQILVDPEAVRAELRHLKSINVDGVVVDCWWGIVEAWTPQKYEWSGYRDLF
EVVRSGSRSFCSSHEVSPRAPYNPRAGPSTFENSGISSHTILGGG---SSYYEGSSFIFWLRNLS
EMVRSGSPSECSEHQCVSPRA-———————— SFEUSGTSSHTTLGGGGGSGSYYEGSSFIEWLRNLS
DEMREASASECSEYQPSPRASYNPSEASSSEPESGSSSHITLGGGNNFIGGVEGSSLIEWLKRNLS

: DEMRSASASPCSSYQPSPRASYNPSEASSSFEPSSGSSSHITLGGGNNFIGGVEGSSLIEWLENLS
: DEMRSASASFPCSEYQPSPRASYNPSEASSSFPSSGSSSHITLGGGNNFIGGVEGSSLIEWLENLS

IEVYASLSMGIINCYCQLVDPEAVRAELRHLKSEILNVDGVVVDCWWGIVEAWTPQRYEWSGYRDLF
Serine rich phosphorylation sites

* 340 * 360 * 380 *
EACLLPFLRGLENLPPLRV-————— SNSAHMTPPLSSPTASRE-————-—-—--—- PKILKEDBEVDP
EACLLPFLRGLENLPPLRV-————— SNSAIRTPPLSSETASRE--———-————- PRILKEDMEVDP
EACLLPFLRGLENLPPLRV-==—=— SNSAHNTPPLSSETASRE-—======== PKILKEDMEVDP

————————————————————————— HQANLEREAER -~ === === =====———————————e

: NS---TASNKREHLPPLLI---HGGSESA TPPLSSPTABTPFMKTDW---DESVIQPFIHGSN

------------------------- HGAMLEPEAEE--—-——————=——— === ————m

: NS---TASNKREHLPPLLI---HGGSESA TPPLSSPIARTPFNKTDW---DESVIQPE.HGSN

: NS---TASNKREHLPPLLI---HGGSHSAIHMTPPLSSETARTERMKTDW---DESVIQPENHGSN

HIIRDLKLRKLCVVMSFHECGGNVGDDNSIFMPEWVIEIGKSNED IYFTDREGRENTECLSHGIDK
HIIRDLKLKLCVVMSFHECGGNVGDDNMSIFMPEWVIEIGKSNEDIYFTDREGRENTECLSHGIDK
GIIKEFKLRVCVVLSFHGSGECGSGGHLIAMPRWVIEIAQENQDIFFTDREGRENTECLSHGIDK
SGSGFASSSKFERYSPHSY-YFSGGSESAIMTPPSGSE-RRMECINAGWGEYPSACVQFPERVGAG
GIIKEFKLRVQVVLSFHGSGECGSGGNLIAMPRWVLEIAQENQDIFFTDREGRRNTECLSHGIDK
SGSGEFASSSKFERYSPHSYDYFSGGSESAERTPPSGSP-REMPFHINTGWGEYPSVQVQEENFSAG
SGSGFPSSSKFERYSPHSY--FSGGSHESAIMTPESCSE-RRMECINAGWGEYPSACVQEENFGAG
SNPSFASSSKLEQLH-HLY--FNGGSESAIMTPESSSE-THTERMKTDW---ESQCVLEENAGAN
SNPSFASSSKLEQLH-HLY--FNGGSESAIMTPPSSSE-THTERMKTDW---ESQCVLEERAGAN
SNPSFASSSKLEQLH-HLY--FNGGSESAIMTPPSSSP-THTERMKTDW---ESQCVLEERAGAN
GIIKEFKLRVCVVLSFHGSGECGSGGYLIAMPRWVLEIAQENQDIFFTDREGRRNTECLSHGIDK

146
146
146
157
161
154
159
152
163
178
313
280
135
280
144
137
162
162
162
280

195
195
195
170
217
167
215
163
219
243
378
345
198
345
208
199
220
220
220
345



TaBZR1.
TaBZR1.
TaBZR1.

TaBZR2
TaBZR2

TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR5.
TaBZR5.
TaBZR5.

TaBZR6

TaBZR1.
TaBZR1.
TaBZR1.
TaBZR2.

TaBZR2

TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR5.
TaBZR5.
TaBZR5.

TaBZR6

WNEFHEF OB WONENFEFOOOBWNDNEWNKM

WNFEFOORWNENFEFOOO R WNEWNRM

400 " 420 x 440 X

FR----HPFFALSAEASEPTRGRRHEHPDTIPECDESDESIVDSGRWISFOMATT —————————~ A
FR----HPFFALSAEASETRGRRHEHFDTIPECDESDEMSIVDSGRWISFOMATT—————————- A
FR----HPFFALSAEASEFTRGRRHEHPDTIPECDESD@SIVDSGRWISFCMATT—————————~ A

---------------------------------- KHRKESLELTLSFS§M-—-—————==—======
—————— SPCVVNSTEPSE--G-RQMVEDP-AWLAGICEMSSTSPSSPIESLMSSNP--FSVFRKEAIL
---------------------------------- KHKESLELTLSFSEM-———============
—————— SPCVVNSTEPSE--G-RCMVEDP-AWILAGICOMSSTSPSSPTESIMSSNP--FSVFKEAL
---------------------------------- KHKESLELTLSFI@M----———————=—==——-
------ SPCVVNSTEPSE--G-RCMVEDP-AWIAGICEMSSTSPSSPTESIMSSNP--FSVFRKEAL
ERVLQGRIAVEVYFDFMRSFRVEFDEYFEDGIISEIEMGLGACGELRYPSYARNHGWKYPGIGEF
ERVLQGRIAVEVYFDEFMRSFRVEFDEYFEDGIISEIEMGLGACGELRYPSYARNHGWKYPGIGEF
ERVLRGRTGIEVYFDFMRSFHMEFRSLSEEGLISAIFMGLGASGELRYPSCPERMGWRYPGIGEF
GSGYDDYASLENSTESSPRGGE-QGVGEDERAAWLSGFOMSSAGPSSPTRNSIMAPSNPFRVSGEMAR
ERVLRGRTGIEVYFDFMRSFEMEFRSLSEEGLISAIEMGLGASGELRYPSCPEKMGWRYPGIGEF
GSAYDDYASLENSTESSPRGG-HGVGEDP-AWLSGFOMSSAGPSSPTNSIMAPSNPFRVSGEMARA
GSGYDDYASLENSTESSFPRGGSHGVGEDP-AWLSGFCMSSAGPSSPTNSIMAPSSSFRVFGEMAA

—————— YTSLENSTEPSE--G-HHVAPDP-AWLAGFQESSAGPSSPTINLYSHEN-------PFGI
------ YTSLENSTEPSE--G-HHVAPDP-AWLAGFQESSAGPSSPTYNLVSHN-------PFGI
—————— YASLENSTEPSE--G-HHVAPDP-AWI AGFOESSAGPSSPTINLYSHN-------PFGI

ERVLRGRTGIEVYFDEMRSFEMEFRSLSEEGLISAIEMGLGASGELRYPSCPERMGWRYPGIGEF

460 * 480 * 500 * 520
PTSEAYNLVNLGASSSNSMEMEG-—-—-——-—-—- MAGERGRSGPEBEFDRKG----—————————————
PTSEAYNLVNLGASSSNSMELDG----—---- MAGERGRSGPEBEFDRKG-———=—=—==————————
PTSEAYNLVNLGASSSNSMEMDG-——————~ MAGERGRSGPEREFDKG-=--=—=—===——=——————

PGGGSSRMCTPGQSGICSEVIPG-MARHPDVHMMDV--VSDERAFGSSTNGGA-——————=——==
QCYDRYLQRKNLRRAAEARGHAMWAKSPDNAGHYNSEENNTGERCDGGDYDSYYGRFFLNWYAQVL
QCYDRYLQRKNLRRAAREARGHAMWAKSPDNAGHYNSEENNTGFECDGGDYDSYYGRFFLNWYACVL
QCYDRYMQKNLRQSALTRGHLFWARGPDNAGYYNSRSHETGFECDGGDYDSYYGRFFINWYSGIL
ATASSSRMRTPCQSGICSEVA---IAVHGDVCMGAR--AEDDEEFGSG-——————=——==—====——
QCYDRYMQRNLROSALTRGHLEWARGPDNAGYYNSRSHETGEECDGGDYDSYYGRFFINWYSGIL

: ATASSSEMRTPCQSGICSEVA---LAAHGDVCMEHR--ERADDEAFGSG-================
: ATAGSSRMCTEAQSGICSFVM---LAVHGDVCMGAR--AEDDEEFGSG-————————=———=——-—
: ALASSSRACTPGQSGICSFVMGDHAEAHHDVCMEMADGAPDDEAEFGSNSNG-———==========
: ALASSSRACTPGQSGICSEFVMGDHAEAHHDVCMEMVEGRAADDEAEGSNSNG-———=—=======—
: ALASSSRVCTPGQSGICSEAMGDHAFAHHDVCMEMVEGAARDDEAFGSNSNG-=============

QCYDRYMQRNLROSALARGHLFWARGPDNAGYYNSRSHETGFECDGGDYDSYYGRFFINWYSGIL

246
246
246
185
270
182
268
178
272
308
443
410
262
410
271
263
268
268
268
410

286
286
286

320

318

322
373
508
475
305
475
314
306
319
319
319
475



TaBZR1.1
TaBZR1.2
TaBZR1.3
TaBZR2.1
TaBZR2.2
TaBZR2.3
TaBZR2 .4
TaBZR2.5
TaBZR2.6
TaBZR3.1
TaBZR3.2
TaBZR4.1
TaBZR4.2
TaBZR4.3
TaBZR4.4
TaBZR4.5
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

TaBZR1.
TaBZR1
TaBZR1
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR5.1
TaBZR5.2
TaBZR5.3
TaBZR6

bk WNEHEHENHEHFOORWNEHE WNRHE

560 * 580
AEE---L LGVGSK
AEE---L LGVGSK
AEE---L LGVGSK

--—-QCATAGLVR
LDEADRVIMLARL
LDHADRVIMLARL
IDHVDQVLSLATL
------ GREVSVN
IDHVDCVLSLATL
—————— GREVLUN
—————— GREVSYN
----NNGSPGLVK
----NNGSEGLVK
----NNGSPGLVK

——————— GSD--ELEMNI - G8SRTRS---—-——-----——-
AVRVSGIEWWYKTASEAAEMM AGFYNPCNRDGYAPTAQVLKKHGA
AVKVSGIEWWYKIASEAAEMM AGFYNPCNRDGYAPTAGVLKKHGA
VVKIPSIYWWYRTASHAAERMAGFYNPTNRDGY SEVFRMLKKHSI

——————— ASDEPELDIMLGLEESNTRASALN-———-————~
AGFYNPTNRDGYSEVFRMLKKHSI
------- LGLESSKTRAGAVN-—-----——-
LGLESSKTRAGAVN-——----——-
L--GSSRTRGEQPF-—-----——-
------ L--GSSRTRGEPPF-------——-
------- L--GSSRTRGEPPF-—----———-

DEEmEEEDYED 0N @R

IDHVDCVLSIATL VVKIPSIYWWYRIASERA AGFYNPTNRDGYSEVFEMLKKHSI
C-terminal domain
* 600 * 620 * 640 *

ALNFTCVELRIMDQHEVYPEALADPEGILVWCVLNAARWLAGICVASENALPCYDRDGENKTLENAK
ALNFTCVELRIMDQHEVYPEALADPEGLVWCVINARWDAGIQVASENALPCYDRDGENKTLENAK
ILKVVCYGPFEFIVQEND--EAFADPEGLIWCVMNARWDHGLSVSVESALPCLDVDMYSRILDIAK

ILKVVCYGPEFIVQEND--EAFADPEGLTIWCVMNARWDHGLSVSVESALPCLDVDMYSRILDTIAK

313
313
313

356

354

3ss
438
573
540
347
540
356
348
359
359
359
540



TaBZR1.
TaBZR1.
TaBZR1.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.

TaBZR4
TaBZR5

TaBZR5.
TaBZR5.

TaBZR6

TaBZR1
TaBZR1

TaBZR1.
TaBZR2.

TaBZR2
TaBZR2

TaBZR2.
TaBZR2.
TaBZR2.
TaBZR3.
TaBZR3.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR4.
TaBZR5.
TaBZR5.
TaBZR5.

TaBZR6

WNEFEFOWNENEHEOOO B WRNEWNKE

WNEHEFObWNEHENMFHFOODO B WNKFEWRNRE

PENDPDGRELFGFTYLRLCSTLFE-GEFNLPEFERFVKEMHGEAVHDLERA-——=============
PENDPDGRELFGFTYLRLCSTLFE-GEFNLPEFERFVKRMHGERAVHDLRA-——=============
PENDPDRHHELSFEAYRQRTPFLLQRDVCEFSELETEVKCMHGEATONEVD - - —==—==========

PENDEDRHHLSFEAYRQRTPFLLQRDVCFSELETEVRCMEGEATCNEFVD———————————————-—
NSYC : 672



= TaBZR1.1 TaBZR1.2 TaBZR2.1

TaBZR2.4

TaBZR2.5




TaBZR3.2 TaBZR4.1 TaBZR4.2

TaBZR4.5

TaBZR5.2

Figure S6. Alignment and 3-dimensional structure of the TaBZR protein sequences. A. The conserved
BES_N1/DUF822 domain is boxed with red color. Red lines indicate serine-rich phosphorylation sites and
the C-terminal domain. Colored and shaded amino acids are chemically similar residues. Dashes indicate
gaps introduced to maximize the alignment of the homologous region. B. Predicted 3D structures TaBZR

proteins.
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Figure S7. Gene ontology term distribution TaBZR gene family predicted using AgriGO A. Biological

Process. B. Cellular component. C. Molecular function.
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Figure S8. PCA plots displaying grouping of different A. Developmental stages B. Biotic and abiotic
stress conditions based on the TaBZR expression pattern. DS: Drought stress, HS: Heat stress, Zt:

Zymoseptoria tritici, PM: Powdery mildew; SR: Stripe rust, h: hour and d: days.



