Additional files
File: Additional file 1; file format: PDF (.pdf); title: Supplementary figures; description: Supplementary figures with legends.
File: Additional file 2; file format: .xlsx; title: CDSs and UTRs; description: protein-coding genes for which 5'UTRs and/or 3'UTRs have been predicted in L. braziliensis 2903. Column A: CDSs are identified according to genome annotation; column B, chromosome identification; columns C and D, coordinates of the start and end of either 5’UTRs or 3'UTRs, respectively; column E, UTR length; Column F, SL ID or polyA ID (see methodology); column G, SL or polyA coverage.
File: Additional file 3; file format: PDF (.pdf); title: Supplementary tables; description: Supplementary tables with legends.
File: Additional file 4; file format: .xlsx; title: Differentially expressed protein-coding genes; description: Annotated protein-coding genes found as differentially expressed with an adjusted p value ≤ 0.05. In the last 3 sheets, the orthologous genes upregulated in L. major and L. mexicana (LbrM—LmjF, Axenic_LbrM—LmjF and Axenic_LbrM—LxmM) are depicted.
File: Additional file 5; file format: .xlsx; title: Differentially expressed protein-coding genes during life cycle progression; description: DE Protein-coding genes in all three comparisons analyzed and clustered by level of expression throughout life cycle stages; groups 1 to 6. The spreadsheet is organized in sheets 1 to 6 representing the corresponding groups (G1 to G6). In each sheet, column A contains the list of DE protein-coding genes, and columns B to D depict the CPM (mean of triplicates) for PRO, META and AMA, respectively.
File: Additional file 6; file format: .xlsx; title: putative ncRNAs information; description: The sheet “ncRNA General Info” contains generated information on the 11,372 putative ncRNAs identified, including the results of the ncRNA differential expression analysis. In columns A to L, the following information is presented: ncRNA ID (A), chromosome (B), (C and D) lower and higher chromosomal coordinates, (E) strand transcribed, (F) length, (G) location (within UTRs, antisense- within CDSs, undetermined, strand switch region), (H) direction (with respect to PTU), (I) PORTRAIT prediction, (J and K) ptRNApred prediction, (L) snoscan prediction, (M and N) RNAcon prediction, (O) tRNAscan-SE prediction (P) prediction score, (Q) upregulated in META, (R) upregulated in AMA, and (S) conservation score. Subsequent sheets named “PROvsMETA”, “METAvsAMA” and “AMAvsPRO” for DE ncRNAs are listed (up- and downregulated) with corresponding FC values for all comparisons.
File: Additional file 7; file format: .xlsx; title: Differentially expressed putative noncoding genes (ncRNAs) during life cycle progression; description: DE ncRNAs in all comparisons analyzed (three main Leishmania life cycle stages) and clustered by levels of expression at each life cycle stage.
[bookmark: OLE_LINK12][bookmark: OLE_LINK11][bookmark: _GoBack]File: Additional file 8; file format: .pdf; title: Genomic distribution of ncRNAs identified in Leishmania braziliensis, represented in a circos plot; description: The 36 sectors are equivalent to the parasite chromosomes as annotated and deposited in TriTrypDB. The 5 tracks named CDS, P/M, M/A, A/P, 3xDE are subdivided into two subtracks, which correspond to the plus and minus strands; transcription oriented clockwise or anticlockwise, respectively. Track 1 (CDS) shows all annotated CDSs throughout the parasite chromosomes. Each CDS is represented by vertical lines in 3 grayscale colors to help discriminate individual CDSs (Legend track 1). The observation of both subtracks allows the prediction of the location and orientation of the polycistronic transcription units (PTUs). Tracks 2, 3, and 4 show the DE ncRNA found in each contrast (PROvsMETA “P/M”, METAvsAMA “M/A”, AMAvsPRO “A/P”; p value ≤ 0.05, FC ≥ 1.5; 4301 records). The color of each ncRNA line corresponds to the Log2FC value. The range of Log2FC values is 5.48 (red) to -3.83 (green, legend tracks 2, 3, and 4); 0 is represented by white. Track 5 shows the DE ncRNA in all three contrasts (3xDE). The color coding is equivalent to that in Figure 7 (G1 – blue, G2 – magenta, G3 – green, G4 – red, G5 – yellow, G6 – cyan; Legend track 4). Track 6 shows DE ncRNA smaller than 2000 bp (4172 of 4301 ncRNA DE located in chromosomes). The subtrack limit is defined by a line separating ≤ 200 nt transcripts. The colors indicate the localization of the ncRNA (orange – 5´UTR, gray – undetermined, yellow – 3´UTR, dark brown – CDS; track 5). Features predicted in scaffolds are not represented in this figure (47 CDS and 221 ncRNA).
