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Supplemental Figure 1 The mutation convergence and significance of features associated with glpK and glycerol metabolism pathway.

	start AA position
	stop AA position
	mut type
	details
	ΔΔGpred (destabilizing)
	SIFT score (deleterious)

	34
	34
	SNP
	I34T
	3.47091
	0.0074979

	39
	39
	SNP
	D39H
	2.49214
	0

	44
	44
	SNP
	E44V
	NA
	0

	48
	48
	SNP
	G48V
	18.6249
	0

	50
	50
	SNP
	G50S
	13.6354
	0

	72
	72
	SNP
	F72V
	NA
	0

	72
	72
	SNP
	F72V
	NA
	0

	93
	93
	SNP
	G93S
	7.2727
	0

	138
	138
	SNP
	P138Q
	3.46287
	0

	138
	138
	SNP
	P138Q
	3.46287
	0


Supplemental Table 1 Table of crr mutation details.

	AA position
	AA change
	summary

	17
	S17A
	uncharacterized

	34
	R34H
	uncharacterized

	34
	R34S
	uncharacterized

	54
	W54L
	uncharacterized

	55
	A55T
	uncharacterized

	56
	T56A
	uncharacterized

	59
	S59Y
	subunit interaction interface (1)

	59
	S59Y
	subunit interaction interface (1)

	59
	S59Y
	subunit interaction interface (1)

	59
	S59Y
	subunit interaction interface (1)

	66
	A66S
	associated to FBP binding (2)

	73
	D73V
	subunit interaction interface (3)

	73
	D73V
	subunit interaction interface (3)

	73
	D73V
	subunit interaction interface (3)

	73
	D73V
	subunit interaction interface (3)

	73
	D73A
	subunit interaction interface (3)

	73
	D73A
	subunit interaction interface (3)

	96
	K96E
	uncharacterized

	96
	K96Q
	uncharacterized

	96
	K96Q
	uncharacterized

	96
	K96Q
	uncharacterized

	97
	P97H
	Computationally predicted stability (4)

	173
	K173T
	Computationally predicted stability (4)

	229
	N229H
	uncharacterized

	229
	N229K
	uncharacterized

	236
	T236K
	FBP binding site (5)

	236
	T236K
	FBP binding site (5)

	441
	A441V
	uncharacterized


Supplemental Table 2 Table of glpK SNP details.
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