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Figure S1. Hierarchical clustering of specific TF genes identified in the apical region (a) or the basal region (b)
during de novo organ formation in tomato hypocotyl explants after wounding. Blue/white/red reflect normalized
cpm values in each row, with red indicating the highest transcript abundance.



Figure S2

Solyc02g085160 HB24
Solyc03g119740 MYBS1
Solyc04g005100 MYBR22
Solyc06g069460 TCP5
Solyc10g081490 MYB60
Solyc03g121660 /DD7
Solyc02g077360 ERF018
Solyc03g114720 BIM1
Solyc07g045030 NAC042
Solyc11g008000 NTL4
Solyc02g080890 WRKY6
Solyc04g016000 HSFB3
Solyc07g053630 GLK1/2
Solyc049g082480 NLP4/5
Solyc02g082040 MYB67
Solyc10g086270 MYB90/11/114
Solyc059015840 SPL13A/B
Solyc02g071130 WRKY28/71
Solyc12g089040 BZR1/2
Solyc03g096350 DIVARICATA
Solyc11g011050 MYB20/43
Solyc02g067230 CDF2
Solyc06g059970 PI
Solyc03g116100 MYB94/96
Solyc05g008670 CDM1
Solyc06g065410 ANAC030
Solyc069074170 NTL5/8/14
Solyc02g036370 RVE1
Solyc02g092930 MYB44/73
Solyc08g061130 HY5
Solyc11g065840 MYB83
Solyc07g064890 ERF3
Solyc10g077110 TFIIA
Solyc09g082500 SOL2
Solyc01g109880 bZIP44
Solyc09g063010 bHLH116
Solyc09g091880 PHL2
Solyc12g056510 DF1

Solyc019g090840 ZAT9
Solyc079g063420 NAC2
Solyc03g113760 DELT1
Solyc01g095460 GBF3
Solyc01g108080 ABF3/4
Solyc069g073640 MYB65
Solyc02g092050 ANT
Solyc03g121840 MYBR20
Solyc10g005010 NSTY
Solyc03g097120 HSF3
Solyc059055470 NTL4/11
Solyc069065820 ESE3
Solyc029g083950 WUS

/. w Solyc09g066010 WRKY21
! Bl brassinosteroid plant hormone
N\ y cell cycle mm proliferation
r\ ) == cell wall mm ribosome
= detoxification auxin
glyxolate photosynthesis
@ oxidoreductase

= upregulated
— downregulated

Figure S2. (a—b) GRNs for putative TF genes and their deregulated targets associated with P11 (a) and P13 (b)
profiles in the apical region of the hypocotyl. (¢—d) Hierarchical clustering over time of selected TF genes from
P11 (c) and P13 (d) profiles. Blue/white/red reflect normalized cpm values in each row, with red indicating the
highest transcript abundance.
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Figure S3. (a—b) GRNs for putative TF genes and their deregulated targets associated with P11 (a) and P15 (b)
profiles in the basal region of the hypocotyl. (c—d) Hierarchical clustering over time of selected TF genes from
P11 (c) and P13 (d) profiles. Blue/white/red reflect normalized cpm values in each row, with red indicating the
highest transcript abundance.
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Figure S4. Cell cycle regulation during de novo organ formation (cont.). (a) Proportion of nuclei with different
DNA content in the apical region of the hypocotyl explant during the studied time course. (b) Proportion of nuclei
with different DNA content in the basal region of the hypocotyl explants during the studied time course. Asterisks
in a-b indicate significant differences (p-value < 0.001, otherwise indicated) between samples. (¢) Schematic

diagram of the plant cell cycle, showing the core cell cycle genes families and pathways studied in this work (see
Table S5).
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Figure S5. Expression of ROS related genes during wound-induced organ formation. (a) Percentage of
deregulated genes of the studied oxidoreductases families in the apical and basal region of the hypocotyl. (b) DEG
encoding ROS production and scavenging enzyme. RBOH, NADPH oxidase/respiratory burst oxidase homolog;
SOD, superoxide dismutase; POX, peroxidase; GPX, glutathione peroxidase; = PRX/TRX,
peroxiredoxins/thioredoxins; APX, ascorbate peroxidases; CAT, catalases. Gene annotations are found in Table S6.
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Figure S6. Wound-induced lateral root (LR) formation in CDF3 tomato mutants. (a) LR number of seedlings after
3 days of apical root excision. (b) Representative images of seedlings after 3 days of apical root excision. Scale
bars: 25 mm.



Table S1. Annotation and expression values of putative TF genes identified in tomato during de
novo organ formation.

Table S2. Putative tomato TF genes whose Arabidopsis thaliana orthologs have been linked to
tissue regeneration in previous studies.

Table S3. GO enrichment analyses of deregulated targets of TF genes found in selected gene
expression profiles.

Table S4. Putative target genes of TFs from selected STEM expression profiles. In bold, the
target genes common to both profiles of the same region (apical or basal) are indicated.

Table S5. Annotation and classification of expressed genes associated with core cell cycle
regulation.

Table S6. Annotation and classification of genes associated with ROS production and
detoxification. Gene annotation was retrieved from the indicated sources.
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