Complete genome sequence of Arthrobacter sp. PAMC25564 and its comparative genome analysis for elucidating the role of CAZymes in cold adaptation
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Supplementary Table S1. Comparative analysis of predicted pathways for glycogen and trehalose metabolism in Arthrobacter species.
	Enzyme
	CAZyme
	EC number
	Functions
	PAMC
25564
	YN
	QXT-31
	Rue61a
	FB24
	PAMC 25486
	ZXY-2
	U41
	PGP41
	ERGS1:01
	YC-RL1
	Hiyo8
	ATCC21022
	DSM 20117
	R3.8
	A3

	[bookmark: _Hlk41822604]GlgP
	GT35
	2.4.1.1
	glycogen phosphorylase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-　
	+
	+
	+
	+
	+

	OtsA
	GT20
	2.4.1.15
	trehalose 6-phosphate synthase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	Glgb
	CBM48+GH13_9
	2.4.1.18
	1,4-α-glucan branching enzyme
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	-
	+
	+
	+
	+
	+

	GlgA
	
	2.4.1.21
	glycogen synthase, ADP-glucose transglucosylase
	+
	-　
	+
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+
	+
	+

	MalQ
	GH77
	2.4.1.25
	4-α-glucanotransferase
	+
	-　
	+
	-　
	+
	-
	-
	+
	+
	-　
	-
	+
	-　
	+
	-
	-

	GlgA
	GT5
	2.4.1.342
	α-maltose-1-phosphate synthase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+
	+
	+

	
	GH65
	2.4.1.64
	α,α-trehalose phosphorylase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-　
	+
	+

	GlgE
	GH13_30
	2.4.99.16
	α-1,4-glucan-maltose-1-phosphate maltosyltransferase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-　
	+
	+
	+
	+
	+

	
	
	2.7.1.201
	PTS system, sugar-specific IIA component
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	-
	+
	+

	GlgC
	
	2.7.7.27
	glucose-1-phosphate adenylyltransferase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-　
	+
	+
	+
	+
	+

	GalU
	
	2.7.7.9
	UTP-glucose-1-phosphate uridylyltransferase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	OtsB
	GT20
	3.1.3.12
	trehalose 6-phosphate phosphatase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	+
	-　
	+
	+
	+
	+

	TreS
	GH13_16
	3.2.1.1
	maltose α-D-glucosyltransferase / α-amylase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	-
	+
	+
	+
	-　
	+

	
	
	3.2.1.10
	oligo-1,6-glucosidase
	-
	-
	+
	-　
	+
	-
	-　
	+
	-　
	-
	-
	-
	-
	-
	-
	-

	TreZ
	GH13_10
	3.2.1.141
	maltooligosyltrehalose trehalohydrolase
	+
	+
	+
	+
	+
	-
	+
	+
	+
	-
	-　
	+
	+
	+
	+
	-　

	
	GH13_30
	3.2.1.20
	α-glucosidase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+

	
	
	3.2.1.28
	α-trehalase
	-
	-
	-
	-
	-
	+
	-
	-
	-
	-
	-
	+
	-
	-
	-
	-

	GlgX
	CBM48+GH13_11
	3.2.1.68
	glycogen debranching protein
	+
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	+
	+
	+
	+
	+

	TreY
	GH13_26
	5.4.99.15
	(1→4)-α-D-glucan 1-α-D-glucosylmutase
	+
	+
	+
	+
	+
	-　
	+
	+
	+
	-
	-
	+
	+
	+
	+
	-　

	TreS
	GH13_16
	5.4.99.16
	maltose α-D-glucosyltransferase / α-amylase
	+
	+
	+
	+
	+
	+
	+
	+
	+
	-
	-
	+
	+
	+
	-　
	+



The symbol + indicates that the isolate produces the enzyme but symbol - indicates that the not produces the enzyme.
