








 

Figure S2. Sequence alignments of DsDBF1 and other known ERF/DREB proteins from mosses 

and vascular plants such as Syntrichia caninervis (DREBP5_AMT92109.1), Physcomitrium 

patens (ERF RAP2-1-like_XP 024372564.1; PpDBF1 ABA43687.2; ERF_TINY-like_XP 

024390306.1), Gossypium hirsutum (GhDREBP1_AAO43165.1; GhDBP_RAP2-4-like_NP 

001314591.1), Glycine max (GmDREBP3_ABB36646.1; GmDREBP_NP 001345276.1; 

GmDREBP_NP 001345278.1), Oryza sativa (OsRAP_XP 468111.1; OsDREBP2A_XP 

025878770.1; DREBP1A_XP 015610912.1; OsDREB1F_NP 001359120.1; ERF038_XP 

015614793.1), Triticum aestivum (TaDREBP1_AAL01124.1; CRT/DREBP_XP 044398325.1), 

Zea mays (ZmDBF1_AAM80486.1; ZmDBF2_AAM80485.1), Capsicum annuum 

(CaCBF1B_AAQ88400.1), Capsella bursa-pastoris (CbCBF_AAR26658.1), Brassica napus 

(BnCBF_AAL38243.1), Prunus avium (PaDREB1F_XP 021803652.1), Arabidopsis thaliana 

(TINY2_NP 196720.1), Bryum argenteum (ERF_QDB64575.1), Pohlia nutans 

(ERF_QCF46602.1), Selaginella moellendorffii (ERF039-like_XP 024530345.1), Citrus sinensis 

(ERF016_XP 006474696.1), Apostasia shenzhenica (ERF034_PKA61103.1) and Theobroma 

cacao (ERF016_XP 007012585.2). Multiple alignment was performed using Clustal Omega. 

Amino acid sequences are highlighted with different colors. Sequences marked by (*) show 

conserved amino acid residues. 


