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Figure S1. Genetic distance matrix of CqPYLs CDS sequences. A) Estimates of
Evolutionary Divergence between CgqPYL Sequences. The number of base substitutions
per site from between sequences are shown. Standard error estimates are shown
above the diagonal and were obtained by a bootstrap procedure (1000 replicates).
Analysis were conducted using the Tamura-Nei model [33]. This analysis involved 20
nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. This
evolutionary analysis was conducted in MEGA X [32]. B) Genetic distance heatmap.
The heatmap plot was constructed with the genetic distance data (showed in A) using
CLUSTVIS web tool [34]. Blue square: subgroups with low genetic distance
(homoeologous gene pairs).
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Figure S2. Amino acid sequence alignment of the 14 AtPYLs and the 20 CgPYLs. Red boxes indicate
the position of the gate and latch loops.
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Figure S3. Amino acid sequence alignment of At and Nb sub-
family Il members of ABA receptors. Sequence and secondary
structure alignment of ABA receptors are indicated. The
secondary structure of the NbPYLs is predicted according to
the crystallographic structure of AtPYR1 (Protein DataBank
Code 3k3k), and was generated using the ESPRIPT program
(http://espript.ibcp.fr/ESPript/ESPript/). Blue boxes indicate
the position of the gate and latch loops. Blue asterisks mark
residues involved in interactions with ABA.
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Figure S4. Amino acid sequence alignment of At and Nb sub-family I members of ABA receptors.
Sequence and secondary structure alignment of ABA receptors are indicated. The secondary
structure of the NbPYLs is predicted according to the crystallographic structure of AtPYL9 (Protein
DataBank Code 3w9r), and was generated using the  ESPRIPT  program
(http://espript.ibcp.fr/ESPript/ESPript/). Blue boxes indicate the position of the gate and latch
loops. Blue asterisks mark residues involved in interactions with ABA.
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Figure S5. Swiss-Model CqPYL protein homology modeling. CqPYLs topology were
predicted by homology modeling using Swiss-Model and showed as cartoons. A quality
estimation by QMEANDisCo loca score and some QMEAN Z-scores were provided for each

model.
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