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Figure S1. Presence of Key components of the BR signaling pathway exist in Ceratopteris richardii. (A)
The presence of BR receptors (marked by “+”) and main BR signaling components (i.e. BAK1, BSK1,
BKI1, BSU1, BIN2 and BES1/BZR1) in plant kingdom obtained by the presence of their transcripts in
transcriptomes (B) Phylogenetic tree of the CYP85 family based on the full-length protein sequences.
Sequences was aligned using MUSCLE, and the phylogenetic tree was constructed with MEGA7. The
tree was generated using the FigTree v.1.4.4. The supporting values were estimated using the SH-AIrt

test, and ultrafast bootstrapping with 1000 replicates.
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Figure S2. The physiological responses to BRs are conserved in Ceratopteris richardii. (A) The
Ceratopteris richardii grown on 1/2 MS medium with 1 uM eBL or 5 uM PCZ for 50d-old. (B) Semi-
quantitative PCR analysis of BR biosynthetic genes CPD and DWF4 and BR catabolic gene BAS7 in 50—
day-old seedlings of Ceratopteris richardli, treated with 1 uM or 5 yM PCZ.
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Figure S3. The BL interaction residues of fBRL2 are conserved with AtBRL1. (A) The island
domain sequences of BRI1, BRL1 and BRL2 in Angiosperms and fBRL2 in ferns, with the key
residues that bind to BL highlighted. (B) Semi-quantitative PCR analysis of BR receptors in
different tissues of Ceratopteris richardii. A representative image from four biological replicates is
shown.



* 20 * 60 * 80
ABRII 3 -MKTFSS---FFLSUTTLFFFS-FFSLS- 0SLYRETHOE S - - Dff . off - kNl e 73
AtBRLI E --MKQRWLEVIHILC-FFTTS- LVMGTHGKHLI--NDDFNETA! ONSEKSIENN MG 78
ABRL2 : - MKQQWQF-IMLC-LLVLF— LTVDSRGRRLL--SDDVNDTALMTAMEOT SHK SIEPTNFMG! 77
ABRL3 3 -MTTSPERVRIRTRIQISFMFL-LTHLS- SSLKTDSLSEI S48 - TMIO DB PN Nl S 79
CtBRL2: : —--—-MGFMI---FKLVIFTAF)JYV-LHPLA-————-— ~-§/SSNQSSHRVLQYTAHSTDME -Q QQ PHG MIAS 91
CtBRL2-2 : ————e MGSVIGSAQHHALFERLYFC-FLLSSASPSVLGNMSSQSLFHSWRSGLAEL--VTEMTEID; -S QTGRS 97
CtBRL2-3 : MEADLRIHGIRLITTNVVLVLGFLCRVYAPTPRNQONQVIHNVSLNEHKPNYGRHLQQSTGETSDKE. -A T PRG S 108
CtBRL2-4 O MGGPLRYVCIAYWFMLLMV———————————————————— VDISAKQA----- ASIPLEMEAWIRL- SEMEFERSOUMSS 76
N-terminus
120 * 140 * 180 * 200 * 220 *
AtBRI1 : frefic@sskinvErsavsssPLsEr s sr#ENSHIN- - -~ GSVSGFKESASHT s SGPVTTLTSLG-SES TLDFPEKSGGLKLN---Sf#E : 176
AtBRLI : fv RNSGHT INLV-NMT. -SGGDESGSDE-- YRO! sSESHSDYSEVD YW FE -Kes VEKMGFAPS-EL-OSMT : 178
AtBRL2 : T RNGT-ETINLN-NJIT. SGDSSSSSGE-—SHE SSi SWTDS SHVDYVFE- TS L) AEKMKSSPSAEN-KElT : 178
AtBRL3 : T SGSS-EINSFN-AFT: --LNSTSLLLLPLIMT SSSHRIG-TIBENFFE-KYS! PNDLFLES-K : 180
: gV ROADME -EIITFSTHE - HG-DLASALRDGTSGVGE-GNEOTY INANE DlHGT —#PSDELURTEG T DSFF-QNCGSME : 199
: O DGRAES EFF*M‘S s JAG-NLSTMVPG-—--— S&-NSWRTE] SCs—#PASFLE-VES TEesfipasyLsEsccslA : 200
: gV ONADME VLNSLID! OLH FPNLSVGES[E -ASHOTH IMAGE RIHAAEMPPDLFL- TSR AT S SWPSTLF-HGCG! ;211
CBRL2-4 : o PNLNEG SFSPWEP] RETGAALATILPG-———— &-Grv GRHESGD-JIRQTMLE - Y[SS: SEDliPPAFLSEGCS : 181
LRRI LRR2 LRR3 LRR-!
* 260 * 280 340
AtBRII E BGANVVGWVESDGEGEK QHE ED-FS T : 269
AtBRLI 3 PES-FISDFPARHK GI-G TEFF. €DK K : 251
AtBRL2 E PET-FIADFPNHK ENJTVES 1 EDR K : 251
AtBRL3 E SGLTIPLSS] T YWD T : 228
CtBRL2-1 3 BAG-—TGGESTNER PSEVFT-—-STKD! NGEDACSSTSNLQVLDLSFNNLSGSLTDS : 309
CtBRL2-2 3 pP———DMcs \4 PSGLCSNC---SSSDCVTTPRLLSLDLSKNNISGNIPDD-— K : 303
2 IPYG-—EsS— E PLDIITDCVQVEDGICNGPHASRTNLQLLDLSLNRLLGPIVGT s : 321
3 T-G-FDLG L PSSLRSNGC--SQSTCLS--PLLSLDLSSNRLFGLMPDG-— T : 284
LRRS LRR6 LRR7 LRRS
* 360 * * 400 * 420 * 460
AtBRI1 : K FVGHR - - PLP--{IKS K DEfiSG- D HF PFEGERS Rk EFSEE : 380
AtBRLI : FME INLAGKMENGE YWESFQ) R PEMSL- i} T SOETARV TGUT NISlEs : 366
AtBRL2 : 1ME SLIGKMRGDDYWGNFQ L PEMSL- D S| Sins ] SEMT NISIES : 366
AtBRL3 : NMKS INFDGOME - -KSFGEIK SHER PERGD- I} N LSS RSFGSWOTMIMSNNLIEIED : 341
CtBRL2-1 : Ao KEVSSPlR- - PSLGEWK SERL DEMGT - D N SELRERF K HFQNET : 422
CtBRL2-2 : ST KLSSEMS- -EFLAESK: N SIWISS i} K FN-{80: 'OEME AFRMEP : 417
CtBRL2-3 B | o} T! EEMAY- ] SFS-eK E 1 GFJMEP : 434
CBRL2-4  : NgT H DTEMRAT] D NL) SMSE@T QSHE NLEIES : 398
LRR11
*
AtBRI1 3 prsNEsEfRv o Gsfls : 488
AtBRLI 3 MEMGKSK: (1 : 475
AtBRL2 2 VEMGKSK: WP : 475
AtBRL3 3 PANSOES) GNIO! : 447
: SAMGNE S GLMIS @ 529
: PSRSNET S HARO)! H 531
: TS ENES GRS @ 540
CBRL2-4 @ TSEANGR S YR P! : 506
AtBRII 3 : 602
AtBRLI 2 G : 589
AtBRL2 E G : 589
AtBRL3 3 P : 562
CtBRL2-1 3 E ;641
CtBRL2-2 z T, : 647
CtBRL2-3 3 S : 654
CtBRL24  : P : 621
AtBRI1 : INRLSTRNH : 714
AtBRLI : ERLEMVH : 699
AtBRL2 g EHFISMVHS] @ 699
: LOIJESLK: : 671
E SAT|LRTS, : 750
: QSLSADKG : 789
: ——-LBTGE RPTE LMN| : 763
CtBRL2-4  : -SMSSCKG s AMYATISFTS, EESGAKPI : 736
LRR22
820 * 880
AtBRI1 3 PQAMSALT! SN ) DPSN----ADGYAHHQRSHGRRP : 816
AtBRLI1 : PGSLGSLS \ s 798
AtBRL2 : PGSLGGLS E 791
AtBRL3 : PESFSNLS : 777
CtBRL2-1 : IWPLANCTF : 860
CtBRL2-2 : ISV—LSTDN IDV J 1 862
CtBRL2-3 3 SP-LANWE I N HMSDFGNGVS—-EECVRRSSADSVCINNRNRFTVLPW! : 877
CtBRL2-4 E AVLSGCTL. NV E PEBGSGGAVSPATSARPSPCSRGSSSCHEDAERLRLLEMV : 850
LRR25 TMD
940 * 1020
AtBRII : MEKRERKKEAELEMYAEGHGNSGDR SINLARFEKR 2 ) 5 : 930
AtBRLI : WEKVOKK-EQKREKYIESLPESG- B FEKE L l3n : 906
AtBRL2 3 KVQKK EKQREKYIESLPTSG— VARFEKELRKLEFES : 905
AtBRL3 3 -RDADDAKMLHSLQAVNS— A§FORME i : 885
CtBRL2-1 : VARFERBLRKLEFH : 976
CtBRL2-2 3 AFORE 2 : 972
CtBRL2-3 £ VASFERELRKLEFE : 987
CtBRL2-4 3 ANFERE T : 965
* 1060 * 1080 * 1100 * 1120 * 1140 * 1160
AtBRI1 3 N 5 ! DPKKAGVE-] e | ] HITHRDM IE : 1044
AtBRLI 3 EKSSKKGGI A 1 1022
AtBRL2 H EKT-KKGGI A : 1020
AtBRL3 E GPRTGEKRRIJ g : 1001
CtBRL2-1 3 GD-DEAKRE | : 1091
CtBRL2-2 H GN--GQGNE! A : 1086
CtBRL2-3 3 TD--DGTRE 18F1 : 1101
CtBRL2-4 E GG-TREARE! ) : 1080
KD
* 1180 * 1200 * 1220 * 1240 * 1260 *
AtBRII 2 SERCSHE S@GVVI . SQHAKLR-IS : 1145
AtBRLI 3 YSBGV SOLYREKRGA 1 1124
AtBRL2 2 = & SQLYREKRGA : 1122
AtBRL3 2 Y yMKAREGKHM! LKEGSSESLNEKEGFEGGVIV : 1116
CtBRL2-1 E SEGV [LDPRLTCNASPSDH : 1199
CtBRL2 3 SEG LHVARHDIL —RGMGA-—— : 1186
CtBRL2-3 3 SEGV TVSERRPAD! 1 1202
CtBRL2-4 3 sEG HVGANNFQ : 1181
1280 * 1300 * 1320
ABRI1 2 BB AT FEB0AGSGIDSQSTIRSIEDGGFSTIEMVDMSIKEVPEGKL : 1196
AtBRLI g KADTEEDESLDEFSLKETP- LVEESRDKEP- : 1166
ABRL2 3 'VQVDTENDSLDEFLLKETP— LVEESRDKEP- : 1164
AtBRL3 3 RGSENNSHSHSNQL* : 1143
CtBRL2-1 : BEROHRMTEMEEVG-———————- : 1215
CtBRL2-2 2 PESEQQNQSSSQEQ* 5 1212
CtBRL2-3 3 AfTAS-———————- 1 1218
CtBRL2-4 E CDDOQSSSSTST* : 1207

CT

Figure S4. Sequence alignments of four CtBRL2, AtBRI1, AtBRL1/3 and AtBRL2. Conserved
residues are highlighted with black. “At” and “Ct” represent Arabidopsis thaliana and
Ceratopteris richardii, respectively.
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Figure S5. Identity analyses of four CtBRL2, AtBRI1 and AtBRL2. FL, full-length receptors; ID, island
domain; KD, Kinase domain. (A) Comparison of CtBRL2-1 with BRI1, BRL1 and other three CtBRL2. (B)
Comparison of CtBRL2-2 with BRI1, BRL1 and other three CtBRL2. (C) Comparison of CtBRL2-3 with
BRI1, BRL1 and other three CtBRL2. (D) Comparison of CtBRL2-4 with BRI1, BRL1 and other three
CtBRL2.



30+
s 1/2MS

== 1/2MS+BRZ

204

10+

Hypocotyl length(mm)

CtBRL2-1 CtBRL2-2 CtBRL2-3 CtBRL2-4 ‘Q(\
bri1-301

D E
“ DWF4 “ CPD ] . BAS1

ns
ns

Relative Expression
n b 3
Relative Expression
N
g

Relative Expression
N
(=]

e
3
1

N o NI
& & & & & &
o\ o\. o\. 0\ Y

N N g 2 X N N
& B F PYARPVIRN SV & B F
& & F F

N
@’q' @/’1« @/’1« @/’1«
G® G® 0® 0®

Figure S6. Transgenics expression of different CtBRL2 from Ceratopteris richardii does not rescue
the phenotype of Arabidopsis bri7-307 mutants, but does rescue their molecular responses to BR.
(A)5-day-old dark—grown seedlings in 1/2 MS medium with or without 5 uM PCZ. Hypocotyl length
was plotted as histogram displayed in (B). Scale bar is 1 cm. n = 10 seedlings. **P < 0.01 (two-way
ANOVA with Sidak’s test). (C-E) Quantitative real-time PCR analysis of BR biosynthetic genes CPD
and DWF4 or BR inactivation gene BAST7in 4-week-old plants. n = 5 biological replicates. *P < 0.05.
**P < 0.01 (one—way ANOVA with Tukey's test).
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Figure S7. Chimeric receptor AtBR/7-CtBRLs can partially rescue the phenotype of bri7-307 mutants.
(A)5-day-old dark—grown seedlings in 1/2 MS medium with or without 5 uM PCZ. Hypocotyl length
was plotted as histogram displayed in (B). Scale bar is 1 cm. n = 10 seedlings. **P < 0.01 (two-way
ANOVA with Sidak’s test). (C-E) Quantitative real-time PCR analysis of BR biosynthetic genes CPD
and DWF4 or BR inactivation gene BASTin 4-week-old plants. n = 5 biological replicates. *P < 0.05.
**P < 0.01 (one-way ANOVA with Tukey's test).
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Figure S8. In Arabidopsis thaliana, the ICD of BRL1, BRL2, and BRL3, and ECD of BRL1 and BRL3 are
interchangeable with BRI1. (A) Schematic diagram of the chimeras AtBRIT-AtBRL1, AtBRIT-AtBRL2,
AtBRL1-AtBRI1, and AtBRL2-AtBRI1. Different receptor fragments are presented in different colors. (B)
Phenotypes of 4—-week-old transgenic lines expressing AfBRI1T, AtBRLT, AtBRL2, AtBRIT-AtBRL]T,
AtBRIT-AtBRLZ, AtBRL1-AtBRIT and AtBRL2-AtBRITunder the AfBR/T promoter in bril-307
background. The scale bar =1 cm. (C) Quantification of the transgenic lines with the diameter of the
rosette leaves in the whole plants grown for 4 weeks, n = 15 plants, **P < 0.01, one—way ANOVA with
a Tukey’s test. (D) Protein expression levels of ectopic genes with GFP tag in the rosette leaves of the
transgenic plants as shown in (B). Actin served as the loading control.
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Figure S9. Chimeric receptors CtBRL2-1-AtBRIT and CtBRL2-4-AtBR/7 can partially rescue the dwarf
phenotype of bri7-307 mutants. (A) 5-day-old dark—grown seedlings in 1/2 MS medium with or without 5
UM PCZ. Hypocotyl length was plotted as histogram displayed in (B). Scale bar =1 cm. n = 10. **P < 0.01
(two-way ANOVA with Sidak’s test). (C-E) Quantitative real-time PCR analysis of BR biosynthetic genes
CPD and DWF4 or BR inactivation gene BAS7in 4—-week-old plants. n = 5 biological replicates. *P < 0.05.
**P < 0.01 (one—way ANOVA with Tukey's test).
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Figure $10. Transgenics expression of four CtBRL2-AtBRIT does not rescue the phenotype of
Arabidopsis cpd mutants. (A) Phenotypes of 4-week-old transgenic lines expressing CtBRL2-
1-AtBRI1, CtBRL2-2-AtBRI1, CtBRL2-3-AtBRIT and CtBRL2-4-AtBRITunder the control of 35S
promoter in ¢pd background. The scale bar is 1 cm. (B) Protein expression levels of the
transgenes with GFP tag in the rosette leaves of the corresponding plants shown in (A). Actin
served as the loading control.
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Figure S11. Subcellular localization of the four CtBRL2-AtBRI1-GFP. Confocal images of root
epidermal cells of light—-grown 4-day-old seedlings showed that all chimeric receptors were
localized at the plasma membrane as AtBRI1. Scale bar is 10 pm.
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Figure S12. Sequence alignments of CtSERKT1, and five SERK family genes in Arabidopsis thaliana.
Conserved residues are highlighted with black. “At” and “Ct” represent Arabidopsis thaliana and
Ceratopteris richardii, respectively.
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Figure $13. The CtSERK1 works as the co-receptor of CtBRL2s. (A,B) CtSERK1-CD and CtBRL2-CD can
both autophosphorylate each other. The kinase assays were performed using CtSERK1-CD-GST and
CtBRL2-CD-GST. Top panel, Phosphorylation analyzed by pThr antibody. Bottom panel, the GST served
as the loading control.



Table S1 Primers used in cloning, qRT-PCR, and genotyping.

Used for gene cloning

AtBRI1-F-Kpnl

GCGGTACCATGAAGACTTTTTCAAGCTTCTTTC

AtBRI1-F-BamH1

CGCGGATCCATGAAGACTTTTTCAAGCTTCTTTC

AtBRI1-R-Sall

GCGGTCGACTAATTTTCCTTCAGGAACTTCTT

AtBRI1-CtBRL2-1-P1

TATTCGCCCACGACGCTGGTCTCCTT

AtBRI1-CtBRL2-1-P2

GGAGACCAGCGTCGTGGGCGAATAGC

AtBRI1-CtBRL2-2-P1

TGTTTGTCATGGACGCTGGTCTCCTTCC

AtBRI1-CtBRL2-2-P2

AAGGAGACCAGCGTCCATGACAAAC

AtBRI1-CtBRL2-3-P1

TACTATTGGCCCACGGCGCTGGTCT

AtBRI1-CtBRL2-3-P2

GGAGACCAGCGCCGTGGGCCAATAGTAT

AtBRI1-CtBRL2-4-P1

TTTTGACCATTGACGCTGGTCTCCTTCC

AtBRI1-CtBRL2-4-P2

AAGGAGACCAGCGTCAATGGTCAAAACC

CtBRL2-1-F-Smal

TCCCCCGGGCTTGCCATGGGGTTCATGATC

CtBRL2-1-R-Sall

GTCGTCGACTAAGCCTACCTCCATTTCCTTCAT

CtBRL2-1-AtBRII-P1

AGCAAGGGAAAACACACCCAATCGCGGGTT

CtBRL2-1-AtBRII1-P2

CGATTGGGTGTGTTTTCCCTTGCTGGT

CtBRL2-2-F-Kpnl

CGGGGTACCATAATCATGGGCTCCGTTATTG

CtBRL2-2-R-Sall

GTCGTCGACCAATTGTTCTTGACTGCTAGAG

CtBRL2-2-AtBRII-P1

ACACTACCAGCAAGGGAAAGCAAATT

CtBRL2-2-AtBRI1-P2

TGAATTTGCTTTCCCTTGCTGGTAGTGT

CtBRL2-3-F-Smal

TCCCCCGGGATGGAAGCGGATCTGAGAATCCATG

CtBRL2-3-R-Sall

CGTCGACTCTGGAAGCTGTGACTGCCTTTAGC

CtBRL2-3-AtBRII-P1

AGCAAGGGAGAGCACCGTGAATCGGTTCCT

CtBRL2-3-AtBRII1-P2

GGAACCGATTCACGGTGCTCTCCCT

CtBRL2-4-F-Kpnl

CGGGGTACCCTTTCTCCTCACTGATATG

CtBRL2-4-R-Sall

GTCCGTCGACTCAAGTACTGGTTGAACTAC

CtBRL2-4-AtBRII1-P1

CTACCAGCAAGGGAGAGGAGACGAAGTC

CtBRL2-4-AtBRI1-P2

GACTTCGTCTCCTCTCCCTTGCTGGTAG

CtSERK1-CD-HIS-F

cagcaaatgggtcgcggatccGCTGCATTGATATTTGCAGTACCT

CtSERK1-CD-HIS-R

tgcggccgeaagettgtcgacTCTTGGACCTGAAAGCTCAACTG

CtBRL2-1-CD-F gatctggttccgegtggatcc AAGAGGGCTGCTGATCGAAGG
CtBRL2-1-CD-R gatgcggccgetcgagtcgacGCCTACCTCCATTTCCTTCATCA
CtBRL2-2-CD-F gatctggttccgegtggatcc ATAAAAAACAGAAACAAGAAGAAGGAGA

CtBRL2-2-CD-R

gatgcggecgetcgagtcgac TTGTTCTTGACTGCTAGAGCTGTTC

CtBRL2-3-CD-F

gatctggttccgegtggatccGCTGTTGCACTGCTATGCATG

CtBRL2-3-CD-R

gatgcggeegetcgagtcgacGGAAGCTGTGACTGCCTTTAGC

CtBRL2-4-CD-F

gatctggttccgegtggatcc AGCAGCTTGAATCAGTCCTCAAG

CtBRL2-4-CD-R

gatgcggeegetcgagtcgac AGTACTGGTTGAACTACTGCTTTGTTG

AtBRII-CD-F

gatctggttccgegtggatccGGTAGAGAGATGAGGAAGAGACGG

AtBRII-CD-R

gatgcggeegetcgagtcgacTAATTTTCCTTCAGGAACTTCTTTTATAC

CtSERK 1-CD-F-Kpnl1

acgggggacgagctcggtaccATGCGGACGGCTTCATTTT




CtSERK1-CD-R-Sall

ttetectttactcatgtcgacCTATCTTGGACCTGAAAGCTCAACT

mCtSERK1-317-F

GGGTTCGGTGAAGTTTACAAAGGG

mCtSERK1-317-R

CCCTTTGTAAACTTCACCGAACCC

Used for RT and qRT PCR

CtBRL2-1-RT-F tgttagaaggagagatccct AAAGAACTAGGGGCTCTTTC
CtBRL2-1-RT-R atgtttaaacctcttagatcGCTAAAGCTTGCTGGGATAG
CtBRL2-2-RT-F gatctggttccgegtggatcc CCTCTATCCACGCATGCAGAT
CtBRL2-2-RT-R gatgcggcecgetcgagtcgacGAACATGCCTATGACTTGCAGC
CtBRL2-3-RT-F tgttagaaggagagatccctAAAGAAATTGGGATGCTCTCC
CtBRL2-3-RT-R atgtttaaacctcttagatcGGTAAAAGTAGCTGGGATGG

CtBRL2-4-RT-F

tgttagaaggagagatccct AGGGAGCTCGGCAACCTCAC

CtBRL2-4-RT-R

atgtttaaacctcttagatcGGCGAAGCTCGCTGGTAATT

CtBRL2-1-qRT-F

TGATGAGGCGAAGAGGGAGA

CtBRL2-1-qRT-R AGCTATGGCAGTATTCGGGC
CtBRL2-2-qRT-F AGAACCCCTGAGCATCAACG
CtBRL2-2-qRT-R CAAAGCCTCCAATGCCAACC
CtBRL2-3-qRT-F TTCGGAAGAGTGTGTCAGGC
CtBRL2-3-qRT-R CATCGGTGTCCTTCTGCCTT

CtBRL2-4-qRT-F

AGAATTTGGAGCCGAGGGTG

CtBRL2-4-qRT-R

TCCAAGATGACGACGCCAAA

CtCPD-qRT-F CTCGTTTCTGCCCTGGTCAT
CtCPD-qRT-R GCGCGTTGTGGGGAAAAATA
CtCPD-RT-F CCAGTTACCCTATGTCGCTTGA
CtCPD-RT-R GCCCATTCTGAGGGTTTCATT
CtDWF4-qRT-F TTCTACAGCCCCATTCAGCG
CtDWF4-gRT-R CATGCGTTTGTGCTCTTCCC
CtDWF4-RT-F GCGGCCATGGCCATTCTCTTG
CtDWF4-RT-R GAATCTGTTTGGCCATGAGGT

CtACT2-qRT-F

ATGCTCCAGCCATGTACGTAG

CtACT2-qRT-R

CATAACCCTCATAGATAGGA

CtACT2-RT-F

ATGCTCCAGCCATGTACGTAG

CtACT2-RT-R

TGGCCCAGATTCATCATACTC

CtBAS1-qRT-F

GCAAAAACCATCTTATATTATA

CtBAS1-qRT-R

CACATCAGGAAAATGCTGGTAG

CtBAS1-RT-F TCTAATGTGGTGCTTGATAAT
CtBAS1-RT-R GGCAGGAGCGTTAAGGTCACA
AtCPD-qRT-F GCAATGACGGATGTTGAGAT
AtCPD-qRT-R CAAGGGTTGAAAGTGCGAGC
AtCPD-RT-F GTTCTTATCCTGCTTCCATTTG
AtCPD-RT-R AGCCACTCGTAGCGTCTCATT

AtDWF4-qRT-F

AACAGACGATGATCTTTTGGG

AtDWF4-qRT-R

CTTCAACGGCTTTAGGGCAA

AtDWF4-RT-F

CGAAGGAAGGCTCTTTGAATG




AtDWF4-RT-R

CTTCAACGGCTTTAGGGCAA

AtBAS1-qRT-F

GCCAAATTGACACTCGCTGTAA

AtBAS1-qRT-R

GACGGTAGGTGCATGCTGATAA

AtBAS1-RT-F

GTTCAGGACATTGTGGAGGAG

AtBAS1-RT-R

GGATAAAGCAACATAAGGACG

AtACT2-qRT-F

ACTCTCCCGCTATGTATGTCG

AtACT2-qRT-R

AGAAACCCTCGTAGATTGGC

AtACT2-RT-F ACTCTCCCGCTATGTATGTCG
AtACT2-RT-R TGGACCTGCCTCATCATACTC

Used for genotyping

bril-116-F TGGCGAGTTACCGATGGATACG
bril-116-R CTCTTAGATCACCTACCTCATCAGG
cpd-F TTTCTTTCTCTCCGCTCCTTC

cpd-R

CTACTCCGCCGTACACGTTAC




