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Supplemental table S3	Specific amino acids of AOX2a–c consensus and cucurbits AOX proteins (C. sativus, C. melo, and C. lanatus) groups detected through the sequence harmony program (SeqHarm version 1.1) using a cutoff 0.2.

	Pos
	Entropy
	SH
	Rnk
	Consensus 

	Ali
	A
	B
	AB
	rel.
	
	
	AOX2a–c
	 cucurbits AOX proteins   

	147  
	  1.18  
	  0.92  
	  1.36  
	  1.92  
	  0.10  
	  1  
	Vkaelmq
	Eq

	  230  
	  0.30  
	  0.00  
	  0.48  
	  1.92  
	  0.10  
	  1  
	Vim
	I

	  159  
	  0.50  
	  0.00  
	  0.66  
	  1.92  
	  0.10  
	  1  
	Tivg
	V

	  347  
	  0.49  
	  0.00  
	  0.63  
	  1.78  
	  0.13  
	  1  
	Asgt
	S

	  180  
	  0.33  
	  0.00  
	  0.47  
	  1.67  
	  0.17  
	  1  
	Mv
	V

	  289  
	  1.41  
	  0.00  
	  1.50  
	  1.67  
	  0.17  
	  1  
	Snredt
	E

	  111  
	  1.66  
	  0.00  
	  1.74  
	  1.67  
	  0.17  
	  1  
	Sqyapemtv
	Y

	  103  
	  2.23  
	  0.00  
	  2.30  
	  1.67  
	  0.17  
	  1  
	Vmalsteq
	L



The most reliable sites are shown from top to bottom denoted by the lowest SH value. Classification was based on the highest rank (Rnk) values and entropy according ‘sequence harmony’ (SH) methodology. Positions in the alignment (Pos Ali) of the conservative fragment (101-354 aa) of AOX2a–c consensus sequence represents the amino acid number in the sequence of the A. thaliana AOX1a used as reference model by Costa et al. (2014). Capital letters in the consensus represent the most frequently present amino acids. A decrease of red color intensity represents an increase in SH values:  

	  0.10  
	  0.12  
	  0.14  
	  0.16  
	  0.18  
	  0.20  
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