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Figure S1 Identification and characterization of the conserved motifs in the GARP proteins in

B. napus. (A) Molecular identification of BnaGLKs. (B) The sequence characterization of

BnaGLKs. (C) Molecular identification of BnaKANSs. (D) The sequence characterization of

BnaKANSs. (E) Molecular identification of BnaPHLs. (F) The sequence characterization of

BnaPHLs. In A, C and E, the boxes with different colors indicate different conserved motifs

(motifs 1-10), and black lines represent the GARP protein regions without detected motifs.
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B, D and E, the larger the fonts, the more conserved the motifs. Among them, the tagged motifs

were identified as the B-motifs.
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Figure S2 Exon-intron organizations of BnaGLKs (A), BnaPHLs (B), and BnaKANs (C). The
green boxes represent untranslated regions, yellow boxes represent exons, and black lines
represent the introns. The lengths of the exons and introns can be determined by the scale at

the bottom.
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Figure S3. miRNA targeting sites of BnaGARP genes. Schematic illustration indicates the

BnaGARP targeted by miRNAs.
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Figure S4 Expression profiles of the downstream genes that are targeted by BnaGARP in shoots/S and
roots/R under nitrate/NOs" limitation (A), ammonium/NHa* toxicity (B), different phosphate/Pi levels (C),
cadmium/Cd toxicity (D), different boro/B levels (E), and salt stress (F) conditions. HN, high nitrate (6.0
mM NOs); LN, low nitrate (6.0 mM NOs). +Pi, high Pi (250 uM Pi); -Pi, low Pi (5 pM Pi). Ctrl, control (Cd-
free); +Cd, Cd toxicity (10 uM CdCL). CK, high B (10 uM HsBOs); -B, low B (0.25 uM HsBOs). Ctrl, control,
NaCl-free; NaCl, 200 mM (NaCl). The expression levels were normalized by log:(TPM). TPM, transcripts
per million (reads). The color scale represents relative expression levels from high (red color) to low (blue
color).
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Figure S5 Synteny analysis of the GARP genes between B. napus and O. sativa and T. aestivum.

Gray lines indicate all collinear blocks within B. napus and O. sativa and T. aestivum, while the

red lines depict the orthologous relationships.



