[bookmark: _GoBack]Supplementary table S2. Comparison among the ITS2 secondary structures of the investigated microalga (strain DCDR), C. antarctica Ua6, and strains KN-2011-C4 and UTEX SNO83. For each strain, the total length of the ITS2 structure is given in parentheses near strain designation, each of the four helices is described from the base to the terminal hairpin, and lengths and sequences of the five spacers are reported. The ITS2 secondary structures of strains KN-2011-C4 and UTEX SNO83 are described as reported by Darienko et al. (2015). The differences found in the ITS2 structures of the comparison strains respect to the ITS2 structure of the strain DCDR are underlined and grey shaded.

	
	STRAIN (ITS2 lenght)

	
	DCDR (292 residues)
	Ua6 (277 residues)
	KN-2011-C4 (294 residues)
	UTEX SNO83 (288 residues)

	SPACER 1
	5 residues (CACCC)
	5 residues (CACCC)
	6 residues (CCACCC)
	6 residues (CCACCC)

	HELIX I
	5-residue basal stem + single base right bulge + 4-residue stem region + 5-residue asymmetrical internal loop + 6-residue stem region + 4-residue terminal hairpin
	7-residue basal stem + single base right bulge + 3-residue stem region + 3-residue asymmetrical internal loop + 2-residue stem region + 4-residue terminal hairpin
	4-residue basal stem + single base right bulge + 5-residue stem region + 7-residue asymmetrical internal loop + 2-residue stem region + 4-residue terminal hairpin
	4-residue basal stem + single base right bulge + single residue stem region + single base right bulge + 4-residue stem region + single base right bulge + 4-residue stem region + 5-residue terminal hairpin

	SPACER 2
	3 residues (ACC)
	3 residues (ACC)
	3 residues (ACC)
	3 residues (ACC)

	HELIX II
	6-residue basal stem + 2-residue symmetrical internal loop (≡ pyrimidine-pyrimidine mismatch) + 8-residue stem region + 3-residue terminal hairpin
	6-residue basal stem + 2-residue symmetrical internal loop (≡  pyrimidine-pyrimidine mismatch) + 8-residue stem region + 4-residue terminal hairpin
	6-residue basal stem + 2-residue symmetrical internal loop (≡  pyrimidine-pyrimidine mismatch) + 7-residue stem region + 5-residue terminal hairpin
	6-residue basal stem + 2-residue symmetrical internal loop (≡  pyrimidine-pyrimidine mismatch) + 7-residue stem region + 5-residue terminal hairpin

	SPACER 3
	9 residues (AAGCGCAGA)
	9 residues (AAGCGCAGA)
	9 residues (AAGCGCAGA)
	9 residues (AAGCGCAGA)

	HELIX III
	3-residue basal stem + single base right bulge + 2-residue stem region + 2-residue symmetrical internal loop + 6-residue stem region + 3-residue asymmetrical internal loop + 4-residue stem region + 6-residue left bulge + single base stem region + single base left bulge + 3-residue stem region + 4-residue symmetrical internal loop + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 2-residue left bulge + 5-residue stem region + 2-residue symmetrical internal loop + 4-residue stem region + 3-residue asymmetrical internal loop + 8-residue stem region + 4-residue terminal hairpin
	3-residue basal stem + single base right bulge + 2-residue stem region + 2-residue symmetrical internal loop + 6-residue stem region + single base left bulge + 4-residue stem region + 7-residue left bulge + single base stem region + single base left bulge + 3-residue stem region + 4-residue symmetrical internal loop + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 2-residue left bulge + 5-residue stem region + 2-residue symmetrical internal loop + 4-residue stem region + 3-residue asymmetrical internal loop + 6-residue stem region + 3-residue terminal hairpin
	3-residue basal stem + single base right bulge + 2-residue stem region + 2-residue symmetrical internal loop + 6-residue stem region + single base left bulge + 5-residue stem region + 7-residue left bulge + single base stem region + single base left bulge + 3-residue stem region + 4-residue symmetrical internal loop + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 2-residue left bulge + 5-residue stem region + 2-residue symmetrical internal loop + 4-residue stem region + 3-residue asymmetrical internal loop + 4-residue stem region + single base left bulge + 4-residue stem region + 4-residue terminal hairpin
	3-residue basal stem + single base right bulge + 2-residue stem region + 2-residue symmetrical internal loop + 6-residue stem region + single base left bulge + 5-residue stem region + 6-residue left bulge + single base stem region + single base left bulge + 3-residue stem region + 4-residue symmetrical internal loop + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 2-residue left bulge + 5-residue stem region + 2-residue symmetrical internal loop + 4-residue stem region + 3-residue asymmetrical internal loop + 5-residue stem region + 4-residue terminal hairpin

	SPACER 4
	6 residues (GAGCAG)
	5 residues (CAGCA)
	5 residues (GAGCA)
	5 residues (GAGCA)

	HELIX IV
	3-residue basal stem + 4-residue asymmetrical internal loop + 4-residue stem region + 3-residue asymmetrical internal loop + 3-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 8-residue terminal hairpin
	2-residue basal stem + single base right bulge + 2-residue stem region + single base left bulge + 6-residue stem region + single base left bulge + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 6-residue terminal hairpin
	3-residue basal stem + 4-residue asymmetrical internal loop + 3-residue stem region + 2-residue symmetrical internal loop + 5-residue stem region + 2-residue right bulge + 10-residue stem region + 4-residue terminal hairpin
	3-residue basal stem + single base right bulge + 2-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + single base left bulge + 3-residue stem region + single base left bulge + 2-residue stem region + 3-residue right bulge + 5-residue stem region + 2-residue symmetrical internal loop + 3-residue stem region + 4-residue terminal hairpin

	SPACER 5
	8 residues (AACGAUUC)
	9 residues (AAACCAUUC)
	4 residues (AUUC)
	4 residues (AUUC)





