Table 1: Amino-acid homopeptide frequency ranks and purities, disorder propensities and hydrophobicities* 
	Amino Acid 
	
GC/AT bias in codon repertoire†
	# of Codons
	Homopeptide Frequency across Dikarya 
	Homopeptide Frequency
in Saccharomycotina
	Mean 
Homo-
peptide 
Purity
	Standard Deviation of Homopeptide 
Purity
	Amino acid Disorder /Order Propensity
(Pdiso)
	Amino acid Hydro-
phobicity†††

	
	
	
	Rank 
Mean
	Rank
Standard Deviation
	Rank Mean††
	Rank Standard Deviation
	
	
	
	

	A **
	GC-biased 

	5/6 GC
	4
	2.8
	2.3
	6.7 
	2.5
	0.710
	0.041
	–0.007
	0.70

	P
	
	5/6 GC
	4
	4.7
	2.9
	10.4 
	1.9
	0.674
	0.041
	  0.241
	0.32

	G
	
	5/6 GC
	4
	6.4
	2.5
	10.5 
	1.4
	0.726
	0.054
	  0.015
	0.46

	R
	
	13/18 GC
	6
	7.8
	2.4
	12.1 
	2.1
	0.635
	0.069
	–0.042
	0.00

	W
	
	2/3 GC
	1
	19.8
	0.4
	20.0
	0.1
	      --
	 --
	–0.304
	0.40

	S
	AT/GC-even 

	1/2
	6
	1.4
	0.5
	1.1
	0.3
	0.607
	0.035
	  0.192
	0.41

	E
	
	1/2
	2
	5.3
	1.7
	3.3 
	0.9
	0.767
	0.032
	  0.146
	0.11

	D
	
	1/2
	2
	7.3
	1.5
	5.4 
	1.2
	0.772
	0.031
	  0.015
	0.11

	T
	
	1/2
	4
	8.6
	1.5
	8.1
	2.3
	0.709
	0.040
	  0.028
	0.42

	Q ***
	
	1/2
	2
	10.0
	2.6
	6.2 
	2.8
	0.768
	0.033
	  0.173
	0.11

	V
	
	1/2
	4
	10.6
	1.3
	11.0
	2.1
	0.719
	0.046
	–0.144
	0.97

	H
	
	1/2
	2
	15.6
	1.0
	16.6
	0.7
	0.779
	0.032
	–0.090
	0.14

	C
	
	1/2
	2
	19.2
	0.5
	18.9
	0.3
	0.797
	0.050
	–0.223
	0.78

	L
	AT-biased 

	11/18 AT
	6
	4.0
	1.4
	3.0
	1.4
	0.625
	0.045
	–0.170
	0.92

	M
	
	2/3 AT
	1
	18.0
	0.3
	18.1
	0.3
	      -- 
	            -- 
	–0.080
	0.71

	K
	
	5/6 AT
	2
	10.2
	2.4
	6.2 
	1.9
	0.822
	0.056
	  0.100
	0.07

	N
	
	5/6 AT
	2
	13.3
	2.9
	8.7 
	4.2
	0.820
	0.044
	–0.007
	0.11

	F
	
	5/6 AT
	2
	14.9
	0.9
	15.2
	0.6
	0.812
	0.051
	–0.207
	0.81

	Y
	
	5/6 AT
	2
	16.8
	0.5
	16.2
	0.2
	0.805
	0.043
	–0.243
	0.36

	I
	
	8/9 AT
	3
	13.2
	1.2
	12.6
	1.7
	0.774
	0.060
	–0.270
	1.00


* Amino acids are put in the order from the highest GC bias to the highest AT bias of their encoding codons, and if at the same bias level, they are in the order of the homopeptide frequency rank mean. The frequency rank mean is the mean of the ranking for the amino according to its frequency in homopeptides in a proteome; also listed are the rank standard deviations. These are calculated both across the whole Dikarya set and just within Saccharomycotina. 
** Coloured red are the top thirds of the list of amino acids sorted on: homopeptide frequency rank mean and standard deviation across Dikarya and within Saccharomycotina, and standard deviation of homopeptide purity. Similarly, the bottom thirds of these lists are coloured green. Also, the rows in the table for amino acids with homopeptide frequency rank deviation across Dikarya in the top one third of amino acids are in bold and shaded. 
*** Q (glutamine) is underlined since among amino acids with an AT/GC-even codon repertoire, the rank of poly-Q is the most variable across Dikarya.  
† GC/AT bias is the fraction of AT or GC in the encoding codon repertoire for an amino acid. 
†† Amino acids that rise or fall by > or <1.0 ranking place on average in Saccharomycotina, compared to Dikarya generally, are labelled with up or down arrows respectively. 
††† Kyte-Doolittle hydrophobicity scale normalized to the interval 0.0 to 1.0. 
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