	Name
	Predicted function
	EC NUMBERS
	KEGG Functional cat.
	KEGG sub functional category

	100.m00122
	competence protein-related
	 
	UNCLASSIFIED
	 

	103.m00185
	Fe-hydrogenase
	EC 1.12.7.2
	METABOLISM
	ENERGY

	10.m00331
	(2R)-phospho-3-sulfolactate synthase
	EC 4.4.1.19
	UNCLASSIFIED
	 

	119.m00142
	Acetyltransferase
	EC 2.3.1.-
	UNCLASSIFIED
	 

	11.m00315
	Zn alcohol dehydrogenase
	EC 1.1.1.1
	METABOLISM
	ENERGY

	121.m00124
	Tartrate dehydrogenase
	EC 1.1.1.93
	METABOLISM
	CARBOHYDRATE

	126.m00107
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	130.m00124
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	133.m00129
	Fructokinase
	EC 2.7.1.4
	METABOLISM
	CARBOHYDRATE

	133.m00136
	Metal-dependent hydrolase
	 
	UNCLASSIFIED
	HYPOTHETICAL

	134.m00126
	Alpha-amylase
	EC 3.2.1.1
	METABOLISM
	CARBOHYDRATE

	13.m00315
	TatD family deoxyribonuclease
	 
	UNCLASSIFIED
	 

	13.m00321
	NADH dehydrogenase/NAD(P)H nitroreductase
	EC 1.6.99.-
	METABOLISM
	ENERGY

	13.m00327
	Prolyl oligopeptidase family protein
	EC 3.4.14.-
	UNCLASSIFIED
	PROTEIN FATE

	146.m00114
	Phosphoglycerate mutase family protein
	EC 5.4.2.1
	METABOLISM
	CARBOHYDRATE

	147.m00099
	Deoxyribose-phosphate aldolase
	EC 4.1.2.4
	METABOLISM
	CARBOHYDRATE

	151.m00089
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	151.m00091
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	162.m00076
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	162.m00083
	Transketolase
	EC 2.2.1.1
	METABOLISM
	CARBOHYDRATE

	167.m00130
	mutT/NUDIX family protein
	 
	METABOLISM
	NUCLEOTIDE

	16.m00304
	Xylulose kinase
	EC 2.7.1.17
	METABOLISM
	CARBOHYDRATE

	16.m00345
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	172.m00080
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	188.m00084
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	189.m00093
	D-hydantoinase
	EC 3.5.2.2
	METABOLISM
	NUCLEOTIDE

	189.m00102
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	191.m00114
	4'-phosphopantetheinyltransferase superfamily protein
	 
	UNCLASSIFIED
	 

	192.m00077
	Geranylgeranyl pyrophosphate synthase
	EC 2.5.1.1
	METABOLISM
	LIPID

	196.m00090
	DSBA-like thioredoxin domain protein
	 
	UNCLASSIFIED
	 

	19.m00319
	Beta-galactosidase
	EC 3.2.1.23
	METABOLISM
	CARBOHYDRATE

	19.m00321
	Pyrophosphate-dependent acetate kinase
	EC 2.7.2.12
	METABOLISM
	AMINO ACIDS

	19.m00336
	cAMP phosphodiesterase
	 
	UNCLASSIFIED
	 

	1.m00704
	Aspartate-ammonia ligase
	EC 6.3.1.1.
	METABOLISM
	AMINO ACIDS

	1.m00723
	Thiamine pyrophosphokinase
	EC 2.7.6.2
	METABOLISM
	COFACTORS METABOLISM

	200.m00078
	Serine acetyltransferase
	EC 2.3.1.30
	METABOLISM
	AMINO ACIDS

	201.m00117
	Phosphoserine aminotransferase
	EC 2.6.1.52
	METABOLISM
	AMINO ACIDS

	202.m00088
	Methionine gamma-lyase
	EC 4.4.1.11
	METABOLISM
	AMINO ACIDS

	203.m00115
	Bacterial transferase family protein
	 
	UNCLASSIFIED
	 

	209.m00106
	tRNA (uracil-5-)-methyltransferase
	EC 2.1.1.35
	METABOLISM
	AMINO ACIDS

	20.m00286
	Tagatose-6-phosphate kinase
	EC 2.7.1.144
	METABOLISM
	CARBOHYDRATE

	213.m00058
	Restriction-modification system endonuclease
	EC 3.1.21.3
	UNCLASSIFIED
	CELL RESCUE, DEFENCE AND VIRULENCE

	213.m00066
	Acyl-coA hydrolase
	EC 3.1.2.20
	UNCLASSIFIED
	 

	218.m00087
	Mannose-1-phosphate guanylyltransferase
	EC 2.7.7.22
	METABOLISM
	CARBOHYDRATE

	21.m00276
	NifU-like protein
	 
	METABOLISM
	COFACTORS METABOLISM

	22.m00291
	Aspartate ammonia-lyase
	EC 4.3.1.1
	METABOLISM
	AMINO ACIDS

	23.m00328
	Glutamine synthase
	EC 6.3.1.2
	METABOLISM
	AMINO ACIDS

	241.m00069
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	242.m00093
	Peptidase T
	 
	UNCLASSIFIED
	 

	244.m00083
	similar to molybdopterin biosysthesis enzyme
	 
	METABOLISM
	COFACTORS METABOLISM

	24.m00274
	Flavoprotein
	EC 1.-.-.-
	METABOLISM
	ENERGY

	24.m00307
	NADH dehydrogenase
	EC 1.6.99.3
	METABOLISM
	ENERGY

	254.m00069
	Phosphoglycolate phosphatase
	EC 3.1.3.18
	METABOLISM
	CARBOHYDRATE

	25.m00254
	Nicotinate phosphoribosyltransferase
	EC 2.4.2.11
	METABOLISM
	COFACTORS METABOLISM

	268.m00073
	Fe alcohol dehydrogenase
	EC 1.1.1.2
	METABOLISM
	CARBOHYDRATE

	26.m00318
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	281.m00054
	Acetyltransferase
	EC 2.3.1.-
	UNCLASSIFIED
	 

	282.m00061
	Phosphohydrolase
	EC 3.1.-.-
	HYPOTHETICAL
	 

	285.m00067
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	286.m00053
	Oligopeptidase A
	EC 3.4.24.70
	UNCLASSIFIED
	PROTEIN FATE

	289.m00068
	Amidohydrolase
	EC 3.-.-.-
	METABOLISM
	ENERGY

	2.m00567
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	30.m00272
	ABC transporter
	 
	MEMBRANE TRANSPORT
	 

	328.m00056
	Alcohol dehydrogenase
	EC 1.1.1.1
	METABOLISM
	CARBOHYDRATE

	33.m00229
	NifS homolog
	EC 4.4.1.-
	METABOLISM
	COFACTORS METABOLISM

	347.m00051
	Tryptophanase
	EC 4.1.99.1
	METABOLISM
	AMINO ACIDS

	34.m00248
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	34.m00252
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	355.m00035
	Metallo-beta-lactamase superfamily protein
	 
	UNCLASSIFIED
	 

	36.m00207
	Aminotransferase
	EC 2.6.1.-
	METABOLISM
	AMINO ACIDS

	39.m00214
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	3.m00589
	Glutamate synthase beta chain-related
	EC 1.4.1.13
	METABOLISM
	AMINO ACIDS

	400.m00033
	Arginine decarboxylase
	EC 4.1.1.19
	METABOLISM
	AMINO ACIDS

	41.m00237
	Purine nucleoside phosphorylase
	EC 2.4.2.1
	METABOLISM
	NUCLEOTIDE

	425.m00049
	Malic enzyme
	EC 1.1.1.38
	METABOLISM
	CARBOHYDRATE

	467.m00028
	Pantothenate metabolism flavoprotein
	EC 4.1.1.36/ EC 6.3.2.5
	METABOLISM
	COFACTORS METABOLISM

	46.m00229
	Isopentenyl-diphosphate delta-isomerase
	EC 5.3.3.2
	METABOLISM
	LIPID

	47.m00157
	Sugar hydrolase
	 
	METABOLISM
	CARBOHYDRATE

	49.m00174
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	53.m00196
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	555.m00024
	D-glycerate dehydrogenase
	EC 1.1.1.29
	METABOLISM
	AMINO ACIDS

	55.m00163
	Beta-glucosidase
	EC 3.2.1.21
	METABOLISM
	AMINO ACIDS

	61.m00186
	Nitroimidazole resistance protein-related
	 
	UNCLASSIFIED
	CELL RESCUE, DEFENCE AND VIRULENCE

	61.m00202
	Hypothetical protein
	 
	HYPOTHETICAL
	 

	66.m00144
	Sulfate adenylyltransferase
	EC 2.7.7.4
	METABOLISM
	ENERGY

	68.m00195
	Biotin-protein ligase
	EC 6.3.4.15
	METABOLISM
	COFACTORS METABOLISM

	6.m00425
	Endo-1,4-beta-xylanase
	EC 3.2.1.8
	METABOLISM
	CARBOHYDRATE

	782.m00013
	D-3-phosphoglycerate dehydrogenase
	EC 1.1.1.95
	METABOLISM
	AMINO ACIDS

	78.m00151
	Lysophospholipase L2
	EC 3.1.1.5
	METABOLISM
	LIPID

	87.m00169
	2-phosphosulfolactate phosphatase
	EC 3.1.3.71
	UNCLASSIFIED
	 

	89.m00120
	Cysteine synthase
	EC 2.5.1.47
	METABOLISM
	AMINO ACIDS

	8.m00343
	Deoxycytidine triphosphate deaminase
	EC 3.5.4.13
	METABOLISM
	NUCLEOTIDE

	91.m00196
	MTA/SAH nucleosidase
	EC 3.2.2.9
	METABOLISM
	AMINO ACIDS

	91.m00198
	Pyrophosphate-dependent phosphofructokinase
	EC 2.7.1.90
	METABOLISM
	CARBOHYDRATE

	96.m00132
	Kinase
	 
	UNCLASSIFIED
	 

	9.m00390
	HesA/MoeB/ThiF family protein
	 
	METABOLISM
	COFACTORS METABOLISM


Table 1. Table containing a list of the 96 candidate LGT genes, their predicted function based on sequence similarity and their KEGG functional categorization and sub-categorization. 
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Figure 1.  Pie Chart showing predicted functional classification of candidate genes for LGT. Candidate genes were categorized according to predicted function using the KEGG functional classification system.
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Figure legend for each pdf file of displaying the phylogenetic trees of the 96 LGT condidate genes. 

Each figure represents a phylogenetic reconstruction for a single Entamoeba histolytica gene. The file name contains the locus number as identifier e.g. 1m00704.pdf represents a pdf file of gene 704 located on Scaffold 1. Within the phylogenetic reconstruction the Entamoeba gene is represented by the locus number, while other genes are where possible identified by species and strain name.

