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Supplemental Figure 1 - Multiple sequence alignment of Class I[IB NAC family. Fully conserved amino acids are indicated with black areas.
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Supplemental Figure 2 - Extended phylogenetic tree of the SMB/NST/VND family
Maximum likelihood phylogenetic tree inferred with RAXML and the WAG substitution model with gamma
rate distribution. The numbers at the nodes indicate bootstrap support calculated by RAXxML bootstrapping
using 100 replicates. Only bootstrap values over 50% are indicated. We used the sequences from the moss

Physcomitrella patens as an outgroup to root the tree.
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Supplemental Figure 3 - Root cap phenotypes in smb alleles

(A) Columella structure in smb-1

(B) LRC structure in the meristem zone of smb-1. White arrows indicates single LRC layer.

(C) Columella structure in smb-2

(D) LRC structure in the meristem zone of smb-2. White arrows indicate double LRC layer.

(E-F) Root meristem structure in smb-1 and smb-2. White arrows indicate outer LRC layers, black arrows
indicate epidermal layer.
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Supplemental Figure 4 - SMB, BRN1 and BRN2 expression in vasculature and lateral roots.

(A) Staining for B-Glucuronidase activity in BRN1,,,:GUS in secondary vasculature in the first true leaf.
(B) Staining for B-Glucuronidase activity in BRN2,,,:GUS in hydathodes of the first true leaf.

(C-D) Staining for B-Glucuronidase activity in BRNI,,,:GUS in lateral roots.

(E-F) Staining for B-Glucuronidase activity in BRN2,,,:GUS in lateral roots.

(G) Staining for B-Glucuronidase activity in SMB,,,,:GUS in lateral roots.
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Supplemental Figure 5 - Overexpression phenotypes of CUC2 and CUC3

(A) Shoot phenotype of 355:CUC2-GR treated with DEX.

(B) Shoot phenotype of 35S:CUC3-GR treated with DEX.

(C-D) Phenotypes of 355:CUC2-GR in the DZ of the root, treated with or without DEX, as indicated.
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Supplemental Table 1 - Sequences of oligonucleotide primers used in this study.

Primer Name Purpose Sequence 5°-3’
BRN1-SK-L Genotyping berl-1 AAA TAT CCG ACA GGG TCA AGG
BRN1-SK-R insertion AAA CTC CGG CCA TAG TTT CAC
BRN2-SK-L. Genotyping ber2-1 CAC TAG GGT TGG CTT GAG GAT
BRN2-SK-R insertion TAG TTG GAG ACA AGA GAA GGA A
LBb1.3 Genotyping SALK ATT TTG CCG ATT TCG GAA C
insertions
pSMB-F Cloning SMB GAG GCC ATT GAC CTG AAA
pSMB_R promoter TAT CCT TAC TCT TCT TTA AGC
pBRNI-F Cloning BER1 GGT CAA TTC TGG TTT CCG TTA GA
pBRN]-R promoter TGT TCG GTT AAT AAA TGA TCA
pBRN2-F Cloning BER2 TTA GTA TAT GAC AAT ATG TGC TCA
pBRN2-R promoter TTC GAT TTA CGT TTT CCT TCT CT
pCEL5-F Cloning CELS5 GT TCC AGA AAA GAA TCA TTG AT
pCEL5-R promoter TCT TGT TAT TGT GTT GGC TTG AGG GTA
c¢SMB-F Cloning SMB cDNA | ATG GAG ATA GGG TCG TCA T
cSMB-R CTT TGG GAA CTT GAG AAG AT
c¢cBRN1-F Cloning BER1 ¢cDNA | ATG AGT TCG TCT AAC GGA GGT GT
cBRNI1-R &expression analysis AAA CAA CCC AAG AAA TCC ATT TTC A
cBRN2-F Cloning BER2 cDNA | ATG GGT TCT TCG TCG AAC GGA
cBRN2-R & expression analysis | ATC CAT CIC ACT ACG CAA TGT T
c¢NST1-F Cloning NST1 cDNA | ATG ATG TCA AAA TCT ATG AGC ATA
cNST1-R TCC ACT ACC ATT CGA CAC GTG ACA AA
cVND6-F Cloning VND6 ATG GAA AGT CTC GCA CAC ATT
cVND6-R cDNA CGT GTG TGT ATT TTG AGC CCA
cVND7-F Cloning VND7 ATG GAT AAT ATA ATG CAA TCG TCA AT
cVND7-R c¢cDNA CGA GTC AGG GAA GCA TCC AAG AGA AT
cCUC2-F Cloning CUC2 ATG GAC ATT CCG TAT TAC CA
cCUC2-R c¢cDNA GTA GTT CCA AAT ACA GTC AA
cCUC3-F Cloning CUC3 ATG ATG CTT GCG GTG GAA GAT
cCUC3-R c¢cDNA CAG CTG GAA TCC TAA AGG ACA T
CESAS8-RT-F | Analysing expression | GTG TAG TTT CCC GAT CTG CAA
CESAS-RT-R | of CESAS GAG CCA AGA TGA TCA ACC GCA T
IRX9-RT-F Analysing expression | TGA GGC ACA TTG AAC ATC ACA A
IRX9-RT-R of IRX9 ATC TTG TGC CGG AAG TCC CTT
4CL1-RT-F Analysing expression | GAA TCC GTG CCA ATC CCT GAA
4CL1-RT-R of 4CL1 CTG CTT CCG TCA TTC CGT AT
XCP1-RT-F Analysing expression | CGA GIT TGC GGA TTT GAC CCA T
XCP1-RT-R of XCP1 AGT CTC TTC CTG AAG CCT CAA
SND2-RT-F Analysing expression | CCG ACG GAT CAA GAG GIC TT
SND2-RT-R of SND2 TGG CCG TGT TTT TCC TGT CTT
SND3-RT-F Analysing expression | CCT TAT GCA TTT GGA GGC GAA
SND3-RT-R of SND3 CCA CCA TGC TCA TAC CCG AA
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CEL3-RT-F Analysing expression | ACT GCT CCT ACT CTG GTT ACA A
CEL3-RT-R of CEL3 GGC GTA AGT TGT GAG CAA GAA
CELS5-RT-F Analysing expression | CAA TAC CGA GGC GCT TAC AGT A
CEL5-RT-R of CEL5 TTT GGC GTA GGT GGT GAG CAA
QUAI1-RT-F Analysing expression | GCA GAA TCA CAC TCA CAG CTT
QUAI-RT-R of QUAL CTC TTT AGC TTC AGC AAT CAC TT
ACT-RT-F Analysing expression | ATG GCT GAT GGT GAA GAC AT
ACT-RT-R of ACTIN1 TGG AAG TGC ATA CCC CTC AT




