Supplementary Fig. S1 Size distribution of clean sRNA reads from Araucaria angustifolia embryogenic cell lines. 

Supplementary Fig. S2 Distribution of sRNAs by first or last base preference of 18 to 24-nucleotide (nt) small RNAs in Araucaria angustifolia cell lines. The Y-axis displays the proportion of sRNAs with a certain first base, and the X-axis represents the sRNA length. (A) Proportion of cytosine or guanine at the start position. (B) Proportion of sRNAs with a certain last base. (C) Proportion of cytosine or guanine at the last position. (D) Proportion of adenosine or uridine at the last position.

Supplementary Fig. S3 Distribution of miRNAs identified in A. angustifolia according to the conserved miRNA families annotated in the sRNA libraries.

[bookmark: _Hlk37693668]Supplementary Fig. S4 Venn diagram of all mature miRNAs identified and their distribution in the four group samples analyzed. RP, responsive cell line in proliferation stage; RM, responsive cell line in maturation stage; BP, blocked cell line in proliferation stage; BM, blocked cell line in maturation stage. Exclusive and common miRNAs among the four group samples are listed in Supplementary File E2. 

Supplementary Fig. S5 Venn diagram of differentially expressed mature miRNAs which are exclusively or shared among the four pairwise comparison groups. Data were retrieved from Table 4. miRNAs were considered differentially expressed when FDR<0.05 and LogFC>1.5. RP, responsive cell line in proliferation stage; RM, responsive cell line in maturation stage; BP, blocked cell line in proliferation stage; BM, blocked cell line in maturation stage. Exclusive and common miRNAs among the four pairwise comparisons are listed in Supplementary File E3.

Supplementary Fig. S6 RT-qPCR expression profile of 9 selected differentially regulated miRNAs at different somatic embryogenesis stages in two contrasting Araucaria angustifolia cell lines. RP, responsive cell line during proliferation stage; BP, blocked cell line during proliferation stage; RM, responsive during maturation stage; and BM, blocked during the maturation stage. The values were obtained by sRNA-seq (Log2 CPM) and RT-qPCR (Relative expression). Bars represent means ± standard error of three biological replicates. 

[bookmark: _Hlk123741135]Supplementary Fig. 7 RT-qPCR expression profile of selected differentially regulated miRNAs and their target genes involved in somatic embryogenesis stages in two contrasting Araucaria angustifolia cell lines. RP, responsive cell line during proliferation stage; BP, blocked cell line during proliferation stage; RM, responsive during maturation stage; and BM, blocked during the maturation stage. Bars represent means ± standard error of three biological replicates. Significant differences between cell lines at a given step are indicated by asterisk (* P<0.05, **P<0.01, ***P<0.001).

[bookmark: _Hlk89102667]Supplementary Table S1 Read counts in each library from embryogenic cultures of Araucaria angustifolia before and after filtering and cleaning.

[bookmark: _Hlk89102679]Supplementary Table S2 Number of reads aligned to the different types of sRNA for each library used in the study.

[bookmark: _Hlk89102697]Supplementary Table S3 Conserved miRNAs identified during somatic embryogenesis of Araucaria angustifolia. Detailed miRDeep2 output (score, sensitivity, consensus precursor sequence, and precursor coordinate) are shown in the Supplementary Excel file E1.

[bookmark: _Hlk89102709]Supplementary Table S4 Novel miRNAs identified during somatic embryogenesis of Araucaria angustifolia. Detailed miRDeep2 output (score, sensitivity, consensus precursor sequence, and precursor coordinate) are shown in the Supplementary Excel file E1.

Supplementary Table S5 Targets of conserved miRNAs identified during somatic embryogenesis of Araucaria angustifolia. Targets were predicted by psRNAtarget tool using an expectation cut-off of 2.5. Annotation was performed using Trinotate v.3.2.1 pipeline.

Supplementary Table S6 Majority of the predicted target genes, their putative functions, and corresponding annotation of novel miRNAs in Araucaria angustifolia. Targets were predicted by psRNAtarget tool using an expectation cut-off of 2.5. Annotation was performed using Trinotate v.3.2.1 pipeline.

Supplementary Table S7 Specific stem-loop primers for the synthesis of cDNA from conserved and novel miRNAs.

Supplementary Table S8 Primers used for amplification of miRNAs.

Supplementary Table S9 Primers used for amplification of target-mRNAs.

Supplementary File F1 Predicted secondary structures of conserved miRNAs identified in Araucaria angustifolia, through the Mfold algorithm. The sequences labeled in red or blue correspond to the 5p and 3p, respectively, position in the arm of the hairpin.

Supplementary File F2 Predicted secondary structures of novel miRNAs identified in Araucaria angustifolia, through the Mfold algorithm. The sequences labeled in red or blue correspond to the 5p and 3p, respectively, position in the arm of the hairpin.

Supplementary Excel File E1 MiRDeep2 output table.

Supplementary Excel File E2 Exclusive and common miRNAs identified among the samples and compared by Venn Diagram (Figure 4C and Supplementary Fig. S4).

Supplementary Excel File E3 Exclusive and common differentially expressed miRNAs identified among the four pairwise comparisons and compared by Venn Diagram (Supplementary Fig. S5).
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