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Fig. 1 Aetokthonos hydrillicola AetD 3D structure. The structure has only alpha helixes and no beta sheets 
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Fig. 2 Calothrix sp. PCC 7716 AetD 3D structure. The structure has only alpha helixes and no beta sheets 
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Fig. 3 Alignment of Calothrix sp. PCC 7716 AetD 3D structure to Aetokthonos hydrillicola AetD 3D structure. The RMSD score is 0.000 (214 atoms to 214 atoms) from PYMOL. The Tm-align score is 0.98667 normalized to Aetokthonos hydrillicola AetD 3D structure

SPACE FOR AETD TREE


Fig. 4 Phylogenetic Tree of AetD. On this tree all node-support values are at least 50%. Aetokthonos hydrillicola is interspersed between organisms whose node support values are >50%. There is a strong evolutionary relationship between the organisms close to Aetokthonos hydrillicola. This trend is also observed for the other 5 trees

TABLE 1: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETA tree. 
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	2
	Anabaena sp. 90 chromosome chANA01
	CP003284.1

	3
	Anabaena sp. ORF4 (partial), ORF3, ORF2, ORF1, adpA gene, adpB gene, adpC gene, adpD gene, adpE gene and adpF gene
	AJ269505.1

	4
	Aureispira anguillae EL160426 DNA
	AP026867.1

	5
	Aureispira sp. CCB-E chromosome
	CP133671.1

	6
	Camelus dromedariu
	JWIN03000075.1

	7
	Centruroides sculpturatus N-lysine methyltransferase KMT5A-like (LOC111636826), transcript variant X1
	XM_023382168.1

	8
	Centruroides sculpturatus N-lysine methyltransferase KMT5A-like (LOC111636826), transcript variant X2
	XM_023382169.1

	9
	uncultured Chitinophagaceae bacterium isolate MFD02832.bin.1.55
	OY970254.1

	10
	Chloroflexi bacterium clone 001 genomic sequence
	MZ093602.1

	11
	Cyanothece sp. PCC 7822 plasmid Cy782201
	CP002199.1

	12
	Dolichospermum sp. UKL201 chromosome
	CP050891.1

	13
	Eionea flava IMCC 1962 DNA
	AP036018.1

	14
	Endozoicomonas montiporae CL-33
	CP013251.1

	15
	Fulvivirga maritima strain SW1-E11 chromosome
	CP089980.1

	16
	Fulvivirga ligni strain W9P-11 chromosome
	CP089979.1

	17
	Gimesia aquarii strain V202 chromosome
	CP037422.1

	18
	Gimesia aquarii strain V144 chromosome
	CP037920.1

	19
	Kordia sp. SMS9 chromosome
	CP031153.1

	20
	Lactobacillus panisapium strain ESL0411 chromosome
	CP048270.1

	21
	Lysobacter sp. HDW10 chromosome
	CP049864.1

	22
	Methyloprofundus sp. INp10_methR40d DNA
	AP023240.1

	23
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain PCC 9804
	AM773659.1

	24
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain NIES 98
	AM773660.1

	25
	Microcystis aeruginosa NIES-98 aeruginosin synthetase gene cluster
	FJ609416.1

	26
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain PCC 7813
	AM773661.1

	27
	Microcystis aeruginosa LE3 chromosome
	CP116295.1

	28
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 7941
	AM773676.1

	29
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 7005
	AM773675.1

	30
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 9603
	AM773677.1

	31
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 9905
	AM773678.1

	32
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 9812
	AM773679.1

	33
	Microcystis sp. NIVA-CYA 172/5 cyanopeptolin synthetase gene cluster
	DQ075244.1

	34
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain PCC 9812
	AM773664.1

	35
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain NIES 298
	AM773663.1

	36
	Microcystis aeruginosa B-35 mcnC, mcnD, mcnE genes for nonribosomal peptide synthetase, putative halogenase, nonribosomal peptide synthetase, partial and complete cds
	AB481216.1

	37
	Microcystis aeruginosa FD4 chromosome
	CP046973.1

	38
	Microcystis aeruginosa mcnC-mcnE region of cyanopeptolin synthetase cluster, strain PCC 9808
	AM773674.1

	39
	Microcystis aeruginosa NIES-298 chromosome
	CP046058.1

	40
	Microcystis aeruginosa NIES-2481
	CP012375.1

	41
	Microcystis aeruginosa NIES-2549
	CP011304.1

	42
	Microcystis aeruginosa NIBR18 chromosome
	CP086723.1

	43
	Microcystis aeruginosa PCC 7806SL
	CP020771.1

	44
	Microcystis aeruginosa aerA-aerB region of aeruginosin synthetase cluster, strain PCC 7806
	AM773662.1

	45
	Microcystis aeruginosa FACHB-905 = DIANCHI905 chromosome
	CP089094.1

	46
	Microcystis aeruginosa PCC 7806 chromosome
	CP130696.1

	47
	Microcystis aeruginosa PCC 7806 chromosome, complete
	CP155078.1

	48
	Microcystis aeruginosa PCC 7806 genome sequencing data, contig C325
	AM778955.1

	49
	Mycolicibacterium sediminis JCM 17899 DNA
	AP022588.1

	50
	Microbulbifer sp. MLAF003 chromosome
	CP120232.1

	51
	Nocardia sp. NBC_01327 chromosome
	CP108383.1

	52
	Nostoc sp. UHCC 0870 chromosome
	CP091913.1

	53
	Nostoc sp. C117 chromosome
	CP170991.1

	54
	Planktothrix agardhii strain No.2A
	LR882938.1

	55
	Planktothrix agardhii strain No.66
	LR882963.1

	56
	Planktothrix agardhii NIES-204 DNA
	AP017991.1

	57
	Planktothrix agardhii str. PCC7805
	LO018304.1

	58
	Planktothrix agardhii strain PCC 7811
	LR882969.1

	59
	Planktothrix agardhii strain PCC7805
	LR882950.1

	60
	Planktothrix agardhii strain No.365
	LR882944.1

	61
	Planktothrix agardhii strain No.976
	LR882952.1

	62
	Planktothrix agardhii strain No.758 genome assembly, chromosome: I
	LR882949.1

	63
	Planktothrix agardhii strain No.758 meta peptide synthesis gene cluster, cyanopeptolin, anabaenopeptolin(apnA-E)
	KU665241.1

	64
	Reichenbachiella agarivorans strain BKB1-1 chromosome
	CP106679.1

	65
	Uncultured bacterium clone P46O24 genomic sequence
	MF620011.1

	66
	Woronichinia naegeliana WA131 chromosome
	CP073041.1

	67
	Xanthomonas hortorum pv. pelargonii strain 22-322 chromosome
	CP103845.1

	68
	Xanthomonas hortorum pv. pelargonii strain 22-315 chromosome
	CP103847.1

	69
	Xanthomonas hortorum pv. pelargonii strain OSU493 chromosome
	CP098604.1

	70
	Xanthomonas hortorum pv. pelargonii strain 305 chromosome
	CP116672.1

	71
	Xanthomonas hortorum pv. pelargonii strain 22-331 chromosome
	CP103838.1

	72
	Xanthomonas hortorum pv. pelargonii strain OSU498 chromosome
	CP098602.1

	73
	Xanthomonas hortorum pv. pelargonii strain 22-324 chromosome
	CP103842.1

	74
	Xanthomonas hortorum pv. pelargonii strain OSU778 chromosome
	CP104902.1

	75
	Xanthomonas hortorum pv. pelargonii strain CFBP 2533 genome assembly
	LR828261.1

	76
	Xanthomonas hortorum strain B07-007 chromosome
	CP016878.1

	77
	Xanthomonas hortorum pv. gardneri strain ICMP 7383 chromosome
	CP018731.1

	78
	Xanthomonas hortorum pv. vitians strain BLS9 chromosome
	CP128478.1

	79
	Xanthomonas hortorum pv. vitians strain WHRI 6092A chromosome
	CP168203.1 

	80
	Xanthomonas hortorum pv. vitians LM16734, chromosome
	CP060399.1

	81
	Xanthomonas gardneri strain CFBP 8129 genome assembly
	LR828253.1

	82
	Xanthomonas cynarae strain CFBP 2044 genome assembly
	LR828251.1

	83
	Xanthomonas hortorum pv. gardneri strain JS749-3 chromosome
	CP018728.1

	84
	Xanthomonas hortorum strain VT106 chromosome
	CP031607.1

	85
	Xanthomonas hortorum pv. vitians strain CFBP 498
	LR828257.1

	86
	Xanthomonas hortorum pv. hederae strain WHRI 7724B chromosome
	CP168182.1

	87
	Xanthomonas sp. CPBF 426 genome assembly
	LR861805.1

	88
	Xanthomonas hortorum pv. hederae strain WHRI 7714 chromosome
	CP168190.1

	89
	Xanthomonas euroxanthea isolate Xanthomonas euroxanthea CPBF 766 isolated from C. illinoinensis genome assembly, chromosome: 1
	HG999364.1

	90
	Xanthomonas euroxanthea isolate X. euroxanthea CPBF 424 genome assembly
	LR994544.1

	91
	Xanthomonas hortorum pv. hederae strain WHRI 7733A chromosome
	CP168178.1

	92
	Xanthomonas hortorum pv. hederae strain WHRI 7717B chromosome
	CP168186.1

	93
	Xanthomonas euroxanthea strain 6958 chromosome
	CP150070.1

	94
	Xanthomonas sp. CPBF 367 isolate 1 genome assembly
	LR861803.1

	95
	Xanthomonas hortorum pv. hederae strain WHRI 7734A chromosome
	CP168173.1

	96
	Xanthomonas euroxanthea isolate Xanthomonas euroxanthea CPBF 761 isolated from C. illinoinensis genome assembly, chromosome: 1
	HG999363.1



TABLE 2: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETB tree.
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Acanthaster planci cytochrome P450 2J6-like (LOC110973934), mRNA
	XM_022225182.1

	2
	Acromyrmex echinatior cytochrome P450 4C1-like (LOC105146515), transcript variant X1, mRNA
	XM_011056827.1

	3
	Acromyrmex echinatior cytochrome P450 4C1-like (LOC105146515), transcript variant X2, mRNA
	XM_011056828.1

	4
	Acromyrmex echinatior cytochrome P450 4C1-like (LOC105146515), transcript variant X3, mRNA
	XM_011056829.1

	5
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	6
	Ahaetulla prasina cytochrome P450 2J6-like (LOC131201476), transcript variant X1, mRNA
	XM_058189447.1

	7
	Ahaetulla prasina cytochrome P450 2J6-like (LOC131201476), transcript variant X2, mRNA
	XM_058189448.1

	8
	Ambystoma mexicanum cytochrome P450 family 17 subfamily A member 1 (CYP17A1), mRNA
	XM_069611689.1

	9
	Anoplophora glabripennis cytochrome P450 4C1-like (LOC111693193), transcript variant X1, mRNA
	XM_023457408.1

	10
	Anoplophora glabripennis cytochrome P450 4C1-like (LOC111693193), transcript variant X2, mRNA
	XM_023457409.1

	11
	Apis cerana cerana cytochrome P450 4AZ1 mRNA, complete cds
	MH748718.1

	12
	Apis mellifera cytochrome P450 4C1 (LOC413833), mRNA
	XM_006564367.2

	13
	Apus apus cytochrome P450 2J2-like (LOC127387581), mRNA
	XM_051626073.1

	14
	Athalia rosae uncharacterized LOC105688649 (LOC105688649), mRNA
	XM_048648964.1

	15
	Athalia rosae cytochrome P450 4C1-like (LOC105688657), mRNA
	XM_012405164.3

	16
	Atta colombica cytochrome P450 4C1-like (LOC108684506), transcript variant X1, mRNA
	XM_018188852.1

	17
	Atta cephalotes cytochrome P450 4C1-like (LOC105626219), mRNA
	XM_012207525.1

	18
	Belonocnema kinseyi cytochrome P450 6B1-like (LOC117171533), mRNA
	XM_033358929.1

	19
	Bombus impatiens cytochrome P450 6a2-like (LOC100743789), mRNA
	XM_012384790.3

	20
	Caenorhabditis briggsae Protein CBG20141 (CBG20141), partial mRNA
	XM_045243491.1

	21
	Caenorhabditis briggsae Protein CBR-CYP-25A2 (Cbr-cyp-25A2), partial mRNA
	XM_002640999.1

	22
	Calephelis nemesis cytochrome P450 CYP405A23 (CYP405A23) mRNA, complete cds
	BK010535.1

	23
	Camelus dromedarius breed African isolate Drom800 Contig74
	JWIN03000075.1

	24
	Camponotus floridanus cytochrome P450 4C1 (LOC105250298), mRNA
	XM_025406742.1

	25
	Camponotus floridanus cytochrome P450 4C1-like (LOC105250292), transcript variant X2, mRNA
	XM_025406740.1

	26
	Camponotus floridanus cytochrome P450 4C1 (LOC105250452), mRNA
	XM_025407078.1

	27
	Camponotus floridanus cytochrome P450 4C1-like (LOC112637310), mRNA
	XM_025406741.1

	28
	Camponotus floridanus cytochrome P450 4V2 (LOC105250453), transcript variant X2, mRNA
	XM_025407071.1

	29
	Camponotus floridanus cytochrome P450 4V2 (LOC105250453), transcript variant X1, mRNA
	XM_025407066.1

	30
	Camponotus floridanus cytochrome P450 4C1-like (LOC105250292), transcript variant X1, mRNA
	XM_025406739.1

	31
	Cardiocondyla obscurior cytochrome P450 4C1-like (LOC139109844), transcript variant X1, mRNA
	XM_070669267.1

	32
	Cardiocondyla obscurior cytochrome P450 4C1-like (LOC139109844), transcript variant X2, mRNA
	XM_070669346.1

	33
	Cardiocondyla obscurior cytochrome P450 4C1-like (LOC139109844), transcript variant X3, mRNA
	XM_070669414.1

	34
	Cataglyphis hispanica cytochrome P450 4C1-like (LOC126850281), mRNA
	XM_050593118.1

	35
	Cataglyphis hispanica cytochrome P450 4C1-like (LOC126854120), transcript variant X1, mRNA
	XM_050600513.

	36
	Cataglyphis hispanica cytochrome P450 4C1-like (LOC126854120), transcript variant X2, mRNA
	XM_050600514.1

	37
	Centruroides sculpturatus cytochrome P450 3A2-like (LOC111639259), partial
 mRNA (M_023385086.1)
	M_023385086.1

	38
	Centruroides sculpturatus cytochrome P450 3A2-like (LOC111639259), partial
mRNA (XM_023385086.1)
	XM_023385086.1

	39
	Chironomus tepperi probable cytochrome P450 6d5 (LOC139087927), mRNA
	XM_070636898.1

	40
	Chrysoperla carnea uncharacterized LOC123300433 (LOC123300433), mRNA
	XM_044883006.1

	41
	Chrysopa septempunctata cytochrome P450 (P450-6) mRNA, partial cds
	KC505162.1

	42
	Chrysoperla carnea uncharacterized LOC123300427 (LOC123300427), mRNA
	XM_044883000.1

	43
	Chrysoperla carnea uncharacterized LOC123300432 (LOC123300432), mRNA
	XM_044883004.1

	44
	Chrysoperla carnea cytochrome P450 4C1-like (LOC123296811), mRNA
	XM_044878467.1

	45
	Chrysoperla zastrowi sillemi clone NBAIR_CZS_CYP-104 cytochrome P450 CYP4XL1 mRNA, partial cds
	ON646402.1

	46
	Chrysoperla zastrowi sillemi clone NBAIR_CZS_CYP-105 cytochrome P450 CYP4XL1 mRNA, complete cds
	ON646403.1

	47
	Cyphomyrmex costatus cytochrome P450 4C1-like (LOC108778637), mRNA
	XM_018545862.1

	48
	Cyphomyrmex costatus cytochrome P450 4C1-like (LOC108773447), mRNA
	XM_018539256.1

	49
	Daphnia magna methyl farnesoate epoxidase (LOC116931639), mRNA
	XM_045179988.1

	50
	Dendronephthya gigantea cytochrome P450 2D4-like (LOC114515543), mRNA
	XM_028534820.1

	51
	Diabrotica virgifera virgifera cytochrome P450 4C1 (LOC114326272), mRNA
	XM_050652591.1

	52
	Diabrotica virgifera virgifera insecticide resistance-associated cytochrome P450 mRNA, complete cds
	AF243506.2

	53
	Diabrotica virgifera virgifera cytochrome P450 4C1-like (LOC126885839), mRNA
	XM_050652593.1

	54
	Diabrotica virgifera virgifera cytochrome P450 4C1-like (LOC126885838), mRNA
	XM_050652592.1

	55
	Diabrotica virgifera virgifera methyl farnesoate epoxidase-like (LOC126889480), transcript variant X2
	XM_050657807.1

	56
	Diorhabda sublineata uncharacterized LOC130444880 (LOC130444880), mRNA
	XM_056780266.1

	57
	Diorhabda carinulata cytochrome P450 4c3-like (LOC130902365), mRNA
	XM_057814461.1

	58
	Diprion similis cytochrome P450 4C1-like (LOC124412988), transcript variant X1, mRNA
	XM_046893254.1

	59
	Diprion similis cytochrome P450 4C1-like (LOC124412988), transcript variant X2, mRNA
	XM_046893255.1

	60
	Diprion similis cytochrome P450 4C1-like (LOC124412988), transcript variant X3, mRNA
	XM_046893256.1

	61
	Diprion similis cytochrome P450 4C1-like (LOC124412935), mRNA
	XM_046893167.1

	62
	Erythrolamprus reginae cytochrome P450 2J6-like (LOC139168627), mRNA
	XM_070754250.1

	63
	Formica exsecta cytochrome P450 4C1-like (LOC115234185), transcript variant X1, mRNA
	XM_029804992.1

	64
	Formica exsecta cytochrome P450 4C1-like (LOC115239768), mRNA
	XM_029814478.1

	65
	Formica exsecta cytochrome P450 4C1-like (LOC115234185), transcript variant X3, mRNA
	XM_029805013.1

	66
	Hormoscilla spongeliae GUM096 hs_bmp operon, partial sequence; and TetR family transcriptional regulator genes
	KX588876.1

	67
	Hormoscilla spongeliae GUM102 hs_bmp operon, partial sequence
	KX588875.1

	68
	Hormoscilla spongeliae SP12 hs_bmp operon, partial sequence; and TetR family transcriptional regulator, type I restriction endonuclease subunit R
	KX588877.1

	69
	Hormoscilla spongeliae GUM020 hs_bmp operon, partial sequence
	KX588874.1

	70
	Hormoscilla spongeliae GUM034 hs_bmp operon, partial sequence
	KX588878.1

	71
	Hormoscilla spongeliae SP4 hs_bmp operon, partial sequence
	KX588879.1

	72
	Leptopilina heterotoma uncharacterized LOC122512926 (LOC122512926), mRNA
	XM_043629071.1

	73
	Leptopilina boulardi cytochrome P450 4C1-like (LOC127278311), mRNA
	XM_051299972.1

	74
	Monomorium pharaonis cytochrome P450 4C1 (LOC105838527), mRNA
	XM_012684159.3

	75
	Monomorium pharaonis cytochrome P450 4C1 (LOC105830266), mRNA
	XM_012669490.3

	76
	Neodiprion fabricii uncharacterized LOC124185554 (LOC124185554), mRNA
	XM_046576431.1

	77
	Neodiprion lecontei uncharacterized LOC107223264 (LOC107223264), mRNA
	XM_046744065.1

	78
	Neodiprion pinetum uncharacterized protein (LOC124221168), mRNA
	XM_046630925.2

	79
	Neodiprion virginianus uncharacterized LOC124307968 (LOC124307968), mRNA
	XM_046770218.1

	80
	Nicrophorus vespilloides cytochrome P450 9e2-like (LOC108563208), transcript variant X2, mRNA
	XM_017921835.1

	81
	Nodularia sphaerocarpa UHCC 0038 chromosome
	CP060140.1

	82
	Nylanderia fulva cytochrome P450 4C1-like (LOC114942222), mRNA
	XM_029317546.1

	83
	Nylanderia fulva cytochrome P450 4c21-like (LOC114929761), partial mRNA
	XM_029301421.1

	84
	Onthophagus taurus cytochrome P450 4C1-like (LOC111421659), transcript variant X1, mRNA
	XM_023054834.1

	85
	Onthophagus taurus cytochrome P450 4C1-like (LOC111421659), transcript variant X2, mRNA
	XM_023054835.1

	86
	Onthophagus taurus cytochrome P450 4C1-like (LOC111421659), mRNA
	XM_071197774.1

	87
	Onthophagus taurus cytochrome P450 6a2-like (LOC111422548), mRNA
	XM_023055750.2

	88
	Phymastichus coffea cytochrome P450 4C1-like (LOC131665723), transcript variant X1, mRNA
	XM_058937792.1

	89
	Phymastichus coffea cytochrome P450 4C1-like (LOC131665723), transcript variant X2, mRNA
	XM_058937793.1

	90
	Phymastichus coffea cytochrome P450 4C1-like (LOC131665723), transcript variant X3, mRNA
	XM_058937794.1

	91
	Phymastichus coffea cytochrome P450 4C1-like (LOC131667895), transcript variant X1, mRNA
	XM_058941652.1

	92
	Phymastichus coffea cytochrome P450 4C1-like (LOC131667895), transcript variant X2, mRNA
	XM_058941653.1

	93
	Phymastichus coffea cytochrome P450 4C1-like (LOC131667500), transcript variant X1, mRNA
	XM_058940947.1

	94
	Phymastichus coffea cytochrome P450 4C1-like (LOC131667500), transcript variant X2, mRNA
	XM_058940948.1

	95
	Phymastichus coffea cytochrome P450 4C1-like (LOC131667500), transcript variant X3, mRNA
	XM_058940949.1

	96
	Polistes canadensis cytochrome P450 4C1-like (LOC106787720), transcript variant X1, mRNA
	XM_014750323.1

	97
	Polistes canadensis cytochrome P450 4C1-like (LOC106787720), transcript variant X2, mRNA
	XM_014750324.1

	98
	Polistes canadensis cytochrome P450 4C1-like (LOC106787720), transcript variant X3, mRNA
	XM_014750325.1

	99
	Polistes canadensis cytochrome P450 4C1-like (LOC106786969), mRNA
	XM_014748905.1

	100
	Polistes dominula cytochrome P450 4C1-like (LOC107067902), partial mRNA
	XM_015323826.1

	101
	Polistes fuscatus cytochrome P450 4C1-like (LOC122515106), transcript variant X1, mRNA
	XM_043632301.1

	102
	Polistes fuscatus cytochrome P450 4C1-like (LOC122515106), transcript variant X2, mRNA
	XM_043632302.1

	103
	Polistes fuscatus cytochrome P450 4C1-like (LOC122515106), transcript variant X3, mRNA
	XM_043632303.1

	104
	Polyergus mexicanus cytochrome P450 4C1-like (LOC138942604), transcript variant X1, mRNA
	XM_070312955.1

	105
	Prorops nasuta cytochrome P450 4C1-like (LOC136780874), mRNA
	XM_066739445.1

	106
	Ptychodera flava cytochrome P450 3A8-like (LOC139133895), mRNA
	XM_070700670.1

	107
	Rana temporaria cytochrome P450 2J6-like (LOC120917650), mRNA
	XM_040329103.1

	108
	Solenopsis invicta cytochrome P450 4C1 (LOC105206582), transcript variant X1, mRNA
	XM_039458309.1

	109
	Solenopsis invicta cytochrome P450 4C1 (LOC105206582), transcript variant X2, mRNA
	XM_039458310.1

	110
	Solenopsis invicta cytochrome P450 4C1 (LOC105206582), transcript variant X3, mRNA
	XM_039458311.1

	111
	Solenopsis invicta cytochrome P450 4C1-like (LOC105201552), mRNA
	XM_039458313.1

	112
	Solenopsis invicta CYP4BW10 (CYP4BW10) mRNA, complete cds
	MT732278.1

	113
	Solenopsis invicta cytochrome P450 4C1 (LOC105203086), transcript variant X1, mRNA
	XM_039459123.1

	114
	Solenopsis invicta cytochrome P450 4C1 (LOC105203086), transcript variant X2, mRNA
	XM_039459124.1

	115
	Solenopsis invicta cytochrome P450 4C1 (LOC105203086), transcript variant X3, mRNA
	XM_039459125.1

	116
	Solenopsis invicta cytochrome P450 4C1 (LOC105203086), transcript variant X4, mRNA
	XM_039459126.1

	117
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808832), transcript variant X1, mRNA
	XM_071771271.1

	118
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808832), transcript variant X2, mRNA
	XM_071771272.1

	119
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X1, mRNA
	XM_071771262.1

	120
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X2, mRNA
	XM_071771263.1

	121
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X3, mRNA
	XM_071771264.1

	122
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X4, mRNA
	XM_071771265.1

	123
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X5, mRNA
	XM_071771266.1

	124
	Temnothorax longispinosus cytochrome P450 4C1-like (LOC139808829), transcript variant X6, mRNA
	XM_071771267.1

	125
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775693), transcript variant X1, mRNA
	XM_071711917.1

	126
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775693), transcript variant X2, mRNA
	XM_071711918.1

	127
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775693), transcript variant X3, mRNA
	XM_071711920.1

	128
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775693), transcript variant X4, mRNA
	XM_071711921.1

	129
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775693), transcript variant X5, misc_RNA
	XR_011718905.1

	130
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775694), transcript variant X1, mRNA
	XM_071711922.1

	131
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775694), transcript variant X2, mRNA
	XM_071711923.1

	132
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X1, mRNA
	XM_071711924.1

	133
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X2, mRNA
	XM_071711925

	134
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X3, mRNA
	XM_071711926.1

	135
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X4, mRNA
	XM_071711927.1

	136
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X5, mRNA
	XM_071711928.1

	137
	Temnothorax nylanderi cytochrome P450 4C1-like (LOC139775695), transcript variant X6, mRNA
	XM_071711929.1

	138
	Thamnophis elegans cytochrome P450 2J6-like (LOC116514299), mRNA
	XM_032225823.1

	139
	Trachymyrmex cornetzi cytochrome P450 4C1-like (LOC108765823), mRNA
	XM_018514668.1

	140
	Trachymyrmex cornetzi cytochrome P450 4C1-like (LOC108759108), mRNA
	XM_018504399.1

	141
	Trachymyrmex septentrionalis cytochrome P450 4C1-like (LOC108756514), mRNA
	XM_018500393.1

	142
	Trachymyrmex septentrionalis cytochrome P450 4C1-like (LOC108756504), transcript variant X1, mRNA
	XM_018500383.1

	143
	Trachymyrmex zeteki cytochrome P450 4C1-like (LOC108723184), transcript variant X1, mRNA
	XM_018448729.1

	144
	Trachymyrmex zeteki cytochrome P450 4C1-like (LOC108723184), transcript variant X2, mRNA
	XM_018448730.1

	145
	Vespa crabro cytochrome P450 4C1-like (LOC124431709), mRNA
	XM_046979891.1

	146
	Vespa mandarinia cytochrome P450 4C1-like (LOC118447374), mRNA
	XM_035879262.1

	147
	Vespula pensylvanica uncharacterized LOC122636187 (LOC122636187), mRNA
	XM_043827162.1

	148
	Vespula vulgaris uncharacterized LOC127071474 (LOC127071474), mRNA
	XM_051010775.1

	149
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X1, mRNA
	XM_011702513.1

	150
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X2, mRNA
	XM_011702515.1

	151
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X3, mRNA
	XM_011702516.1

	152
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X4, mRNA
	XM_011702517.1

	153
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X5, mRNA
	XM_011702518.1

	154
	Wasmannia auropunctata cytochrome P450 4C1-like (LOC105457692), transcript variant X6, mRNA
	XM_011702519.1

	155
	Wyeomyia smithii cytochrome P450 4d8-like (LOC129726913), mRNA
	XM_055684164.1

	156
	Xenia sp. Carnegie-2017 steroid 17-alpha-hydroxylase/17,20 lyase-like (LOC124445682), mRNA
	XM_046996432.1

	157
	Xenia sp. Carnegie-2017 steroid 17-alpha-hydroxylase/17,20 lyase-like (LOC124445683), transcript variant X2, mRNA
	XM_046996434.1

	158
	Xenopus laevis cytochrome P450 2D15-like (LOC108714516), mRNA
	XM_018258812.2

	159
	Zophobas morio probable cytochrome P450 304a1 (LOC135126902), mRNA
	XM_064053117.1



TABLE 3: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETC tree.
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	2
	Aetokthonos hydrillicola Thurmond2011 AetC (aetC) and nitrile synthase (aetD) genes
	OQ338815.1

	3
	Anabaenopsis circularis NIES-21 DNA
	AP018174.1

	4
	Anabaena azotica SJ-1 chromosome
	CP178454.1

	5
	Anabaenopsis elenkinii CCIBt3563 chromosome
	CP063311.1

	6
	Anabaena sp. FACHB-595 chromosome
	CP183473.1

	7
	Anabaena sp. FACHB-709 chromosome
	CP183817.1

	8
	Anabaena sp. YBS01 chromosome
	CP034058.1

	9
	Anabaena variabilis ATCC 29413
	CP000117.1

	10
	Bacillus amyloliquefaciens strain YP6 chromosome
	CP032146.1

	11
	Brasilonema sennae CENA114 chromosome
	CP030118.1

	12
	Calothrix parasitica NIES-267 DNA
	AP018227.1

	13
	Calothrix sp. NIES-3974 DNA
	AP018254.1

	14
	Calothrix sp. NIES-4101 DNA
	AP018280.1

	15
	Calothrix sp. 336/3
	CP011382.1

	16
	Calothrix sp. PCC 6303
	CP003610.1

	17
	Calothrix sp. PCC 7507 chromosome
	CP003943.1

	18
	Calothrix sp. PCC 7716 DNA
	AP025018.1

	19
	Chlorogloeopsis fritschii PCC 6912 chromosome
	CP170746.1

	20
	Chlorogloeopsis fritschii PCC 9212 chromosome
	CP170743.1

	21
	Chroococcidiopsis sp. CCMEE 29 chromosome
	CP083761.1

	22
	Chroococcidiopsis sp. CCNUC1 chromosome
	CP097480.1

	23
	Chroococcidiopsis thermalis PCC 7203
	CP003597.1

	24
	Cylindrospermopsis curvispora GIHE-G1 chromosome
	CP060822.1

	25
	Cylindrospermopsis raciborskii Cr2010 chromosome
	CP065936.1

	26
	Cylindrospermopsis raciborskii KLL07 chromosome
	CP091284.1

	27
	Cylindrospermum sp. NIES-4074 DNA
	AP018269.1

	28
	Cylindrospermopsis raciborskii N8 chromosome
	CP073250.1

	29
	Cylindrospermum stagnale PCC 7417
	CP003642.1

	30
	Egbenema sp. FJBBOT/2019 chromosome
	CP182236.1

	31
	Euhalothece natronophila Z-M001 chromosome
	CP042326.1

	32
	Fischerella sp. JS2 chromosome
	CP135918.1

	33
	Fischerella sp. KatS3mg066 DNA
	AP024677.1

	34
	Fischerella sp. NIES-3754 DNA
	AP017305.1

	35
	Fragaria vesca subsp. vesca uncharacterized LOC101306028 (LOC101306028)
	XM_004295451.2

	36
	Galdieria sulphuraria cyclase/dehydrase (Gasu_19090)
	XM_005707359.1

	37
	Gloeocapsopsis dulcis strain AAB1 chromosome
	CP119968.1

	38
	Gloeotrichia echinulata CP02 chromosome
	CP051187.1

	39
	Gloeotrichia echinulata GP01 chromosome
	CP170511.1

	40
	Gloeotrichia echinulata IR180 chromosome
	CP051186.1

	41
	Gloeomargarita lithophora Alchichica-D10 chromosome
	CP017675.1

	42
	Gloeocapsa sp. PCC 7428
	CP003646.1

	43
	Halotia branconii CENA392 chromosome
	CP124543.1

	44
	Halomicronema hongdechloris C2206
	CP021983.2

	45
	Halothece sp. PCC 7418 chromosome
	CP003945.1

	46
	Leptolyngbya sp. BL0902 chromosome
	CP046155.1

	47
	Leptolyngbya sp. IPPAS B-1204 chromosome
	CP182898.1

	48
	Leptolyngbya sp. NK1-12 chromosome 1
	CP053586.1

	49
	Malus domestica uncharacterized protein (LOC103435300), transcript variant X2
	XM_029102928.2

	50
	Nodosilinea sp. E11 chromosome
	CP136520.1

	51
	Nodularia sphaerocarpa UHCC 0038 chromosome
	CP060140.1

	52
	Nodularia spumigena CCY9414
	CP007203.2

	53
	Nodularia spumigena UHCC 0039 chromosome
	CP020114.1

	54
	Nostocales cyanobacterium HT-58-2
	CP019636.1

	55
	'Nostoc azollae' 0708
	CP002059.1

	56
	Nostoc cf. commune SO-36 DNA
	AP025732.1

	57
	Nostoc edaphicum CCNP1411 chromosome
	CP054698.1

	58
	Nostoc flagelliforme CCNUN1 chromosome
	CP024785.1

	59
	Nostoc piscinale CENA21
	CP012036.1

	60
	Nostoc punctiforme PCC 73102 strain ATCC 29133 chromosome
	CP001037.1

	61
	Nostoc sp. 'Peltigera membranacea cyanobiont' N6 chromosome
	CP026681.1

	62
	Nostoc sphaeroides CCNUC1 chromosome Gxm1
	CP045226.1

	63
	Nostoc sphaeroides strain Kutzing En chromosome
	CP031941.1

	64
	Nostoc sp. ATCC 53789 chromosome
	CP046703.1

	65
	Nostoc sp. C052 chromosome
	CP040272.1

	66
	Nostoc sp. C057 chromosome
	CP040281.1

	67
	Nostoc sp. C110 chromosome
	CP171148.1

	68
	Nostoc sp. CENA543 chromosome
	CP023278.1

	69
	Nostoc sp. HK-01 DNA
	AP018318.1

	70
	Nostoc sp. PCC 7524
	CP003552.1

	71
	Nostoc sp. MS1 DNA
	AP023441.1

	72
	Nostoc sp. NIES-2111 DNA
	AP018184.1

	73
	Nostoc sp. NIES-3756 DNA
	AP017295.1

	74
	Nostoc sp. NIES-4103 DNA
	AP018288.1

	75
	Nostoc sp. PCC 7107
	CP003548.1

	76
	Nostoc sp. PCC 7120 DNA
	BA000019.2

	77
	Nostoc sp. TCL26-01 chromosome
	CP040297.1

	78
	Nostoc sp. TCL240-02 chromosome
	CP040094.1

	79
	Nostoc sp. UHCC 0302 chromosome
	CP151099.1

	80
	Nostoc sp. UHCC 0702 chromosome
	CP071065.1

	81
	Nostoc sp. UHCC 0870 chromosome
	CP091913.1

	82
	Nostoc sp. UHCC 0926 chromosome
	CP117768.1

	83
	Nostoc sp. 'Lobaria pulmonaria (5183) cyanobiont' strain 5183 chromosome
	CP026692.1

	84
	Okeanomitos corallinicola TIOX110 chromosome
	CP150886.1

	85
	Richelia sinica FACHB-800
	CP021056.1

	86
	Rivularia sp. PCC 7116
	CP003549.1

	87
	Sphaerospermopsis torques-reginae ITEP-024 chromosome
	CP080598.1

	88
	Thermoleptolyngbya oregonensis NK1-22 chromosome
	CP053540.1

	89
	Thermoleptolyngbya sichuanensis A183 chromosome
	CP053661.1

	90
	Thermocoleostomius sinensis A174 chromosome
	CP113797.1

	91
	Thermoleptolyngbya sp. PKUAC-SCTB121 chromosome
	CP070366.1

	92
	Tolypothrix sp. PCC 7601 chromosome
	CP064879.1

	93
	Tolypothrix sp. PCC 7712 chromosome
	CP063785.1

	94
	Tolypothrix sp. PCC 7910 chromosome
	CP050440.1

	95
	Tolypothrix tenuis PCC 7101 DNA
	AP018248.1

	96
	Trichocoleus desertorum NBK24 chromosome
	CP116619.1

	97
	Trichormus variabilis NIES-23 DNA
	AP018216.1

	98
	Trichormus variabilis 0441 chromosome
	CP047242.1

	99
	uncultured cyanobacterium isolate MFD01721.bin.c.4
	OY970166.1

	100
	uncultured Rivularia sp. isolate bc3217e8-a359-4fa3-9fd5-735ade2a2895
	OY762007.1



TABLE 4: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETD tree.
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Acaryochloris marina MBIC10699 DNA
	AP026075.1

	2
	Acaryochloris marina MBIC11017
	CP000828.1

	3
	Acaryochloris marina S15 chromosome
	CP064923.1

	4
	Acaryochloris sp. 'Moss Beach' chromosome
	CP071717.1

	5
	Acinetobacter colistiniresistens strain C-214 chromosome
	CP102099.1

	6
	Acinetobacter junii strain AJ_351 chromosome
	CP078018.1

	7
	Acinetobacter junii strain WCHAJ59 chromosome
	CP028800.2

	8
	Acinetobacter sp. SEK541 chromosome
	CP181170.1

	9
	Actinobacillus porcitonsillarum strain 9953L55 chromosome
	CP029206.1

	10
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	11
	Altericista sp. CCNU0014 chromosome
	CP137338.1

	12
	Alucita montana mitochondrion
	KJ508059.1

	13
	Anabaenopsis circularis NIES-21 DNA
	AP018174.1

	14
	Bacillus amyloliquefaciens strain YP6 chromosome
	CP032146.1

	15
	Brassica napus uncharacterized LOC106383865 (LOC106383865), transcript variant X1
	XM_048777322.1

	16
	Brassica napus uncharacterized LOC106383865 (LOC106383865), transcript variant X2
	XM_048777323.1

	17
	Buchnera aphidicola (Diuraphis noxia)
	CP013259.1

	18
	Buchnera aphidicola (Diuraphis noxia) isolate SA1 chromosome
	CP136766.1

	19
	Buchnera aphidicola (Diuraphis noxia) isolate SA5 chromosome
	CP136765.1

	20
	Buchnera aphidicola (Diuraphis noxia) isolate SAM2 chromosome
	CP136764.1

	21
	Buchnera aphidicola (Therioaphis trifolii) strain Tma chromosome
	CP032996.1

	22
	Burkholderia pseudomallei MSHR491 chromosome I
	CP009485.1

	23
	Burkholderia thailandensis strain 2003015869 chromosome 1
	CP008914.2

	24
	Burkholderia thailandensis E264 chromosome I
	CP000086.1

	25
	Burkholderia thailandensis strain 2022DZh chromosome 1
	CP141809.1

	26
	Burkholderia thailandensis strain AW34-19p chromosome 1
	CP068709.1

	27
	Burkholderia thailandensis 2002721643 chromosome I
	CP009601.1

	28
	Burkholderia pseudomallei strain VB3253 chromosome 1
	CP040531.1

	29
	Burkholderia pseudomallei strain R15 chromosome R15.1
	CP025304.1

	30
	Burkholderia pseudomallei strain BPs116 chromosome 1
	CP037760.1

	31
	Burkholderia pseudomallei strain SiteE-6D chromosome 1
	CP151804.1

	32
	Burkholderia pseudomallei strain VBP23831 chromosome 1
	CP071761.1

	33
	Calothrix parasitica NIES-267 DNA
	AP018227.1

	34
	Calothrix sp. NIES-3974 DNA
	AP018254.1

	35
	Calothrix sp. NIES-4101 DNA
	AP018280.1

	36
	Calothrix sp. NIES-4101 plasmid plasmid4 DNA
	AP018277.1

	37
	Calothrix sp. PCC 6303
	CP003610.1

	38
	Calothrix sp. PCC 7507 chromosome
	CP003943.1

	39
	Calothrix sp. PCC 7716 DNA
	AP025018.1

	40
	Calothrix sp. PCC 7716 plasmid Cal7716_p7 DNA
	AP025025.1

	41
	Chlorogloeopsis fritschii PCC 6912 chromosome (CP170746.1)
	CP170746.1)

	42
	Chlorogloeopsis fritschii PCC 9212 chromosome (CP170743.1)
	CP170743.1

	43
	Chloromonas rosae PSII 43 kDa protein (psbC) gene
	MG778183.1

	44
	Chroococcidiopsis sp. CCMEE 29 chromosome
	CP083761.1

	45
	Clostridium perfringens E CP118 DNA
	AP025227.1

	46
	Clostridium perfringens strain AAD1903a chromosome
	CP075992.1

	47
	Clostridium perfringens strain Z1322WCP0013 chromosome
	CP148684.1

	48
	Cylindrospermum sp. NIES-4074 DNA
	AP018269.1

	49
	Cylindrospermum stagnale PCC 7417
	CP003642.1

	50
	Cylindrospermum stagnale PCC 7417 plasmid pCYLST.01
	CP003643.1

	51
	Desertifilum tharense IPPAS B-1220 chromosome
	CP182909.1

	52
	Gloeotrichia echinulata GP01 chromosome
	CP170511.1

	53
	Gloeotrichia echinulata IR180 chromosome
	CP051186.1

	54
	Gloeocapsa sp. PCC 7428
	CP003646.1

	55
	Halotia branconii CENA392 chromosome
	CP124543.1

	56
	Ichthyophthirius multifiliis hypothetical protein (IMG5_195870) mRNA
	XM_004024265.1

	57
	Kovacikia minuta CCNUW1 strain CCNU0001 chromosome
	CP083582.1

	58
	Leptothermofonsia sp. ETS-13 chromosome
	CP120836.1

	59
	Limosilactobacillus fermentum strain DR9 chromosome
	CP033371.1

	60
	Limosilactobacillus fermentum strain LMT2-75 chromosome
	CP034099.1

	61
	Limosilactobacillus fermentum strain YGRT89 chromosome
	CP170189.1

	62
	Lonchoptera uniseta NADH dehydrogenase subunit 4 (nad4) gene
	KC177268.1

	63
	Microcoleus anatoxicus isolate Neu2020_A chromosome
	CP120853.1

	64
	Microcoleus anatoxicus isolate Neu2020_N chromosome
	CP120855.1

	65
	Nostocales cyanobacterium HT-58-2
	CP019636.1

	66
	Nostoc azollae 0708
	CP002059.1

	67
	Nostoc flagelliforme str. Sunitezuoqi clone 15 hypothetical protein (Nfla_1501) and sulfate adenylyltransferase (Nfla_1502) genes
	HQ291087.1

	68
	Nostoc flagelliforme str. Sunitezuoqi clone 27 sulfate adenylyltransferase (Nfla_2701)
	HQ291099.1

	69
	Nostoc piscinale CENA21
	CP012036.1

	70
	Nostoc punctiforme PCC 73102 strain ATCC 29133 chromosome
	CP001037.1

	71
	Nostoc sphaeroides CCNUC1 chromosome Gxm1
	CP045226.1

	72
	Nostoc sphaeroides strain Kutzing En chromosome
	CP031941.1

	73
	Nostoc sp. ATCC 53789 chromosome
	CP046703.1

	74
	Nostoc sp. C052 chromosome
	CP040272.1

	75
	Nostoc sp. C057 chromosome
	CP040281.1

	76
	Nostoc sp. CENA543 chromosome
	CP023278.1

	77
	Nostoc sp. HK-01 DNA
	AP018318.1

	78
	Nostoc sp. 'Lobaria pulmonaria (5183) cyanobiont' strain 5183 chromosome
	CP026692.1

	79
	Nostoc sp. NIES-2111 DNA
	AP018184.1

	80
	Nostoc sp. NIES-3756 DNA
	AP017295.1

	81
	Nostoc sp. NIES-4103 DNA
	AP018288.1

	82
	Nostoc sp. PCC 7107
	CP003548.1

	83
	Nostoc sp. PCC 7524
	CP003552.1

	84
	Nostoc sp. TCL26-01 chromosome
	CP040297.1

	85
	Nostoc sp. UHCC 0302 chromosome
	CP151099.1

	86
	Nostoc sp. UHCC 0702 chromosome
	CP071065.1

	87
	Nostoc sp. UHCC 0870 chromosome
	CP091913.1

	88
	Pigmentibacter sp. JX0631 chromosome
	CP123622.1

	89
	Pigmentibacter ruber GTC16762 DNA
	AP029159.1

	90
	Polaromonas sp. Pch-P chromosome
	CP046023.1

	91
	Polaromonas sp. SP1 chromosome
	CP031013.1

	92
	Rivularia sp. PCC 7116
	CP003549.1

	93
	Serratia marcescens ET_H2 DNA
	AP028520.1

	94
	Serratia marcescens strain 2024CK-01174 chromosome
	CP168445.1

	95
	Serratia marcescens QE32 DNA
	AP028594.1

	96
	Serratia surfactantfaciens strain YD25 chromosome
	CP016948.1

	97
	Silvanigrellales bacterium RF1110005 DNA
	AP019368.1

	98
	Silvanigrella aquatica strain MWH-Nonnen-W8red chromosome
	CP017834.1

	99
	Stenomitos frigidus ULC029 chromosome
	CP170648.1

	100
	Tolypothrix tenuis PCC 7101 DNA
	AP018248.1

	101
	Tolypothrix sp. PCC 7601 chromosome
	CP064879.1

	102
	Tolypothrix sp. PCC 7712 chromosome
	CP063785.1

	103
	Uncultured Rivularia sp. isolate bc3217e8-a359-4fa3-9fd5-735ade2a2895
	OY762007.1

	104
	Westiella intricata UH HT-29-1 wel gene cluster
	KJ767018.1



TABLE 5: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETE tree.
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	2
	Acidobacteriota bacterium isolate bin529 chromosome
	CP070706.1

	3
	Alicycliphilus denitrificans BC
	CP002449.1

	4
	Alicycliphilus denitrificans K601
	CP002657.1

	5
	Alicycliphilus denitrificans strain DP3
	CP051298.1

	6
	Anaerolineaceae bacterium isolate bin52
	CP070708.1

	7
	Anaerolineaceae bacterium isolate 484d0fed-5884-4132-919b-d0a78980a3b8
	OY762613.1

	8
	Anaerolineaceae bacterium isolate c74f872c-e933-4053-8305-e1536b6d7914
	OY771913.1

	9
	Anaerolineales bacterium isolate bin917
	CP070639.1

	10
	Anaerolineales bacterium isolate TGS_CHL3
	CP075526.1

	11
	Anaerolineales bacterium isolate cMAG.15 
	CP129481.1

	12
	Anaerolineales bacterium isolate db28be52-e32f-4f71-9c49-3cbd2ddbe7d1
	OY776212.2

	13
	Anaerolineales bacterium isolate e1712b75-d4f6-4c5e-bc49-bbfdc0d5b476
	OY760067.1

	14
	Anaerolineales bacterium isolate ACE_CHL1
	CP075367.1

	15
	Anaerolineales bacterium isolate cMAG.11
	CP129485.1

	16
	Anaerolineales bacterium isolate cMAG.12
	CP129484.1

	17
	Anaerolineales bacterium isolate cMAG.13
	CP129483.1

	18
	Anaerolineales bacterium isolate cMAG.14
	CP129482.1

	19
	Anaerolineales bacterium isolate cMAG.16
	CP129480.1

	20
	Anaerolineales bacterium isolate TGS_CHL4
	CP075527.1

	21
	Anaeromyxobacter oryzae DNA
	AP025591.1

	22
	Anaeromyxobacter paludicola DNA, complete genome
	AP025592.1

	23
	Anaeromyxobacter sp. Fw109-5
	CP000769.1

	24
	Ardenticatena sp. Cfx-K strain Cfx-K genome assembly
	LN890655.2

	25
	Bacillus amyloliquefaciens strain YP6 chromosome
	CP032146.1

	26
	Bacteroidetes bacterium KatS3mg041 DNA
	AP024675.1

	27
	Bacteroides thetaiotaomicron strain 5-290
	CP155529.1

	28
	Bacteroides thetaiotaomicron strain 7330
	CP012937.1

	29
	Bacteroides thetaiotaomicron strain DSM 2079
	CP040530.1

	30
	Bacteroides thetaiotaomicron strain BFG-55
	CP081898.1

	31
	Bacteroides thetaiotaomicron strain BFG-109
	CP103077.1

	32
	Bacteroides thetaiotaomicron strain BFG-116
	CP103375.1

	33
	Bacteroides thetaiotaomicron strain BFG-119
	CP103283.1

	34
	Bacteroides thetaiotaomicron strain BFG-129
	CP103075.1

	35
	Bacteroides thetaiotaomicron strain BFG-130
	CP103238.1

	36
	Bacteroides thetaiotaomicron strain BFG-148
	CP103095.1

	37
	Bacteroides thetaiotaomicron strain BFG-169
	CP103072.1

	38
	Bacteroides thetaiotaomicron strain BFG-264
	CP103247.1

	39
	Bacteroides thetaiotaomicron strain BFG-266
	CP103377.1

	40
	Bacteroides thetaiotaomicron strain BFG-357
	CP103354.1

	41
	Bacteroides thetaiotaomicron strain BFG-446
	CP103104.1

	42
	Bacteroides thetaiotaomicron strain BFG-478
	CP103268.1

	43
	Bacteroides thetaiotaomicron strain BFG-484
	CP103153.1

	44
	Bacteroides thetaiotaomicron strain BFG-498
	CP103214.1

	45
	Bacteroides thetaiotaomicron strain BFG-505
	CP103361.1

	46
	Bacteroides thetaiotaomicron strain BFG-510
	CP103118.1

	47
	Bacteroides thetaiotaomicron strain BFG-576
	CP103155.1

	48
	Bacteroides thetaiotaomicron strain CL06T03C18
	CP072242.1

	49
	Bacteroides thetaiotaomicron strain CL15T119C52
	CP075195.1

	50
	Bacteroides thetaiotaomicron strain CL11T00C24
	CP072224.1

	51
	Bacteroides thetaiotaomicron strain CL15T12C11
	CP075193.1

	52
	Bacteroides thetaiotaomicron strain DFI.6.40
	CP143941.1

	53
	Bacteroides thetaiotaomicron F9-2 DNA
	AP022660.1

	54
	Bacteroides thetaiotaomicron strain FDAARGOS_935
	CP065872.1

	55
	Bacteroides thetaiotaomicron strain H-2209
	CP134821.1

	56
	Bacteroides thetaiotaomicron strain H-2622
	CP134820.1

	57
	Bacteroides thetaiotaomicron isolate KR001_HAM_0006
	CP107194.1

	58
	Bacteroides thetaiotaomicron strain VPI-2808B
	CP083687.1

	59
	Bacteroides thetaiotaomicron strain VPI-3164
	CP083686.1

	60
	Bacteroides thetaiotaomicron strain VPI-3443
	CP083685.1

	61
	Bacteroides thetaiotaomicron strain VPI-5482A
	CP083684.1

	62
	Bacteroides thetaiotaomicron strain VPI 5482 
	CP092641.1

	63
	Bacteroides thetaiotaomicron VPI-5482
	AE015928.1

	64
	Bacteroides thetaiotaomicron strain VPI-BTDOT2
	CP083681.1

	65
	Bacteroides thetaiotaomicron strain VPI-BT7853
	CP083683.1

	66
	Bacteroides thetaiotaomicron strain VPI-BT8702
	CP083682.1

	67
	Bacteroides thetaiotaomicron strain WAL8669
	CP083680.1

	68
	Bacteroides thetaiotaomicron strain WAL8713
	CP083679.1

	69
	Burkholderiales bacterium isolate bin83 chromosome
	CP070653.1

	70
	Candidatus Acidoferrales bacterium
	OY969563.1

	71
	Candidatus Eiseniibacteriota
	OZ245046.1

	72
	Candidatus Latescibacteria bacterium isolate MFD02242.bin.1.32 genome assembly
	OY970173.1

	73
	Chloroflexota bacterium isolate bin26
	CP070764.1

	74
	Chloroflexota bacterium isolate bin156
	CP070785.1

	75
	Chloroflexota bacterium isolate bin467
	CP070720.1

	76
	Comamonas flocculans strain NLF-7-7 chromosome
	CP042344.1

	77
	Comamonas sp. NLF-1-9 chromosome
	CP078069.1

	78
	Cytophagales bacterium isolate fb918bab-7dd5-46b2-8f4b-c4a741c45d53 genome assembly 
	OZ245737.1

	79
	Deinococcota bacterium DY0809b
	CP179936.1

	80
	Deltaproteobacteria bacterium isolate bin85
	CP070652.1

	81
	Deltaproteobacteria bacterium isolate bin40
	CP070735.1

	82
	Desulfobacterales bacterium isolate bin60
	CP070694.1

	83
	Desulfobacter sp. isolate BMAN-1 chromosome
	CP054837.1

	84
	Desulfosarcina variabilis str. Montpellier chromosome
	CP159846.1

	85
	Fidelibacterota bacterium isolate bin809 chromosome
	CP070656.1

	86
	Fimbriimonadales bacterium KatS3mg018 DNA
	AP024673.1

	87
	Gemmatimonadota bacterium isolate bin118
	CP070815.1

	88
	Geothrix sp. 21YS21S-2 chromosome
	CP132910.1

	89
	Haliscomenobacter hydrossis DSM 1100 
	CP002691.1

	90
	Holophagales bacterium isolate EsbW_18-Q3-R4-48_BAT3C.4_cln chromosome
	CP064972.1 

	91
	Ignavibacterium album JCM 16511
	CP003418.1

	92
	Ignavibacteriaceae bacterium isolate 0c874fb2-9291-49ee-bde1-826c4484edf3
	OY761615.1

	93
	Ignavibacteriaceae bacterium isolate cMAG.5
	CP129491.1

	94
	Ignavibacteriales bacterium isolate Kalu_18-Q3-R12-55_MAXAC.127v2
	CP065001.1

	95
	Ignavibacteriales bacterium isolate MFD02416.bin.c.14
	OY970271.1

	96
	Ignavibacterium sp. KatS3mg037 DNA
	AP026678.1

	97
	Kibdelosporangium sp. MJ126-NF4
	LN877229.1

	98
	Melaminivora jejuensis strain KACC 19629 chromosome
	CP089742.1

	99
	Mesoterricola sediminis W786 DNA
	AP027081.1

	100
	Mesoterricola silvestris W79 DNA
	AP027080.1

	101
	Methylocystis rosea strain GW6 chromosome
	CP034086.1

	102
	Myxococcota bacterium isolate 0c961c99-2a7e-4543-b017-306f11f6fc1d
	OY782497.1

	103
	Myxococcota bacterium isolate 6e5ad1d4-156e-4916-952c-8a0b14857fe9
	OZ223209.1

	104
	Oceanithermus profundus DSM 14977
	CP002361.1

	105
	Oleiharenicola sp. Vm1 chromosome
	CP180537.1

	106
	Orbicella faveolata tryptophanase-like (LOC110058395), mRNA
	XM_020765046.1

	107
	Oryzisolibacter sp. LB2S chromosome
	CP160388.1

	108
	Rhizobium leguminosarum bv. trifolii WSM2304 plasmid pRLG201
	CP001192.1

	109
	Paucibacter sediminis strain S2-9 chromosome
	CP116346.1

	110
	Pocillopora damicornis tryptophanase-like (LOC113670350), transcript variant X1, mRNA
	XM_027186484.1

	111
	Pocillopora damicornis tryptophanase-like (LOC113670350), transcript variant X2, mRNA
	XM_027186485.1

	112
	Pocillopora damicornis tryptophanase-like (LOC113670350), transcript variant X3, mRNA
	XM_027186486.1

	113
	Pocillopora verrucosa tryptophanase-like (LOC131776684), transcript variant X1, mRNA
	XM_059092903.2

	114
	Pocillopora verrucosa tryptophanase-like (LOC131776684), transcript variant X2, mRNA
	XM_059092904.2

	115
	Pocillopora verrucosa tryptophanase-like (LOC131776684), transcript variant X3, mRNA
	XM_059092905.2

	116
	Rhodoferax ferrireducens strain YZ-1 
	CP138198.1

	117
	Rhodothermaceae bacterium RA chromosome
	CP020382.1

	118
	Rhodothermus marinus AA2-13 DNA
	AP019796.1

	119
	Rhodothermus marinus AA3-38 DNA
	AP019797.1

	120
	Rhodothermus marinus DSM 4252
	CP001807.1

	121
	Rhodothermus marinus strain ISCAR-493 chromosome
	CP172416.1

	122
	Rhodothermus marinus SG0.5JP17-172
	CP003029.1

	123
	Roseithermus sacchariphilus strain MEBiC09517 chromosome
	CP030158.1

	124
	Salinibacter ruber DSM 13855
	CP000159.1

	125
	Salinibacter ruber strain SP38 chromosome
	CP030357.1

	126
	Simplicispira suum strain SC1-8
	CP027669.1

	127
	Stylophora pistillata tryptophanase-like (LOC111330271), transcript variant X1, mRNA
	XM_022935098.1

	128
	Stylophora pistillata tryptophanase-like (LOC111330271), transcript variant X2, mRNA
	XM_022935100.1

	129
	Stylophora pistillata tryptophanase-like (LOC111330271), transcript variant X3, mRNA
	XM_022935101.1

	130
	Stylophora pistillata tryptophanase-like (LOC111330271), transcript variant X4, mRNA
	XM_022935102.1

	131
	Uncultured Actinomycetes bacterium isolate MFD01721.bin.1.13 
	OY969099.1

	132
	Uncultured Acidobacteriaceae bacterium isolate MFD03726.bin.c.10 genome assembly
	OY970305.1

	133
	Uncultured Acidobacteriota bacterium isolate MFD09222.bin.c.1 genome assembly
	OY969905.1

	134
	Uncultured Actinomycetes bacterium isolate MFD09779.bin.c.1 genome assembly
	OY969787.1

	135
	Uncultured Chloroflexia bacterium isolate MFD02416.bin.c.1
	OY969938.1

	136
	Uncultured Chloroflexia bacterium isolate MFD02416.bin.2.42
	OY969772.1

	137
	Uncultured Chloroflexia bacterium isolate MFD02979.bin.c.2
	OY969431.1

	138
	Uncultured Desulfobacter sp. isolate cd87f30c-30a5-471b-81aa-180dc00a34f5
	OY762228.2

	139
	Uncultured Gemmatimonadales bacterium isolate MFD01721.bin.c.5 genome assembly
	OY970192.1



TABLE 6: Contains list of organisms and their corresponding Accession Number. These organisms were used to reconstruct AETF tree.
	S/N
	ORGANISM
	ACCESSION NUMBER

	1
	Abrus precatorius uncharacterized LOC113872091 (LOC113872091), mRNA
	XM_027509355.1

	2
	Aetokthonos hydrillicola Thurmond2011
	MT225528.1

	3
	Agrococcus carbonis strain DSM 22965
	LT629734.1

	4
	Amborella trichopoda uncharacterized LOC18449026 (LOC18449026), transcript variant X1, mRNA
	XM_011630567.2

	5
	Amborella trichopoda uncharacterized LOC18449026 (LOC18449026), transcript variant X2, misc_RNA
	XR_002283507.1

	6
	Amborella trichopoda uncharacterized LOC18449026 (LOC18449026), transcript variant X3, misc_RNA
	XR_967150.2

	7
	Amborella trichopoda uncharacterized LOC18449026 (LOC18449026), transcript variant X4, misc_RNA
	XR_967151.2

	8
	Ananas comosus uncharacterized LOC109720218 (LOC109720218), transcript variant X1, mRNA
	XM_020247156.1

	9
	Ananas comosus uncharacterized LOC109720218 (LOC109720218), transcript variant X2, mRNA
	XM_020247166.1

	10
	Ananas comosus uncharacterized LOC109720218 (LOC109720218), transcript variant X3, mRNA
	XM_020247174.1

	11
	Asparagus officinalis uncharacterized LOC109837899 (LOC109837899), transcript variant X1, mRNA
	XM_020406279.1

	12
	Asparagus officinalis uncharacterized LOC109823699 (LOC109823699), transcript variant X1, mRNA
	XM_020390032.1

	13
	Asparagus officinalis uncharacterized LOC109823699 (LOC109823699), transcript variant X2, mRNA
	XM_020390033.1

	14
	Asparagus officinalis uncharacterized LOC109823699 (LOC109823699), transcript variant X3, mRNA
	XM_020390034.1

	15
	Auraticoccus monumenti strain MON 2.2 
	LT629688.1

	16
	Bacillus amyloliquefaciens strain YP6 chromosome
	CP032146.1

	17
	Brassica rapa putative nuclease HARBI1 (LOC103875036), mRNA
	XM_033273787.1

	18
	Camellia sinensis uncharacterized LOC114281427 (LOC114281427), transcript variant X1, mRNA
	XM_028223872.1

	17
	Camellia sinensis uncharacterized LOC114281427 (LOC114281427), transcript variant X2, mRNA
	XM_028223873.1

	20
	Camellia sinensis uncharacterized LOC114281427 (LOC114281427), transcript variant X3, mRNA
	XM_028223874.1

	21
	Camellia sinensis uncharacterized LOC114281427 (LOC114281427), transcript variant X4, mRNA
	XM_028223875.1

	22
	Camellia sinensis uncharacterized LOC114281427 (LOC114281427), transcript variant X5, mRNA
	XM_028223876.1

	23
	Dendrobium catenatum uncharacterized LOC110095231 (LOC110095231), transcript variant X2, mRNA
	XM_020820678.2

	24
	Dioscorea cayenensis subsp. rotundata protein PSK SIMULATOR 1-like (LOC120275673), transcript variant X1, mRNA
	XM_039282334.1

	25
	Dioscorea cayenensis subsp. rotundata protein PSK SIMULATOR 1-like (LOC120275673), transcript variant X2, mRNA
	XM_039282336

	26
	Elaeis guineensis uncharacterized LOC105035511 (LOC105035511), mRNA
	XM_010911096.3

	27
	Elaeis guineensis uncharacterized LOC105038409 (LOC105038409), mRNA
	XM_010914214.3

	28
	Elaeis guineensis uncharacterized LOC105051848 (LOC105051848), mRNA
	XM_010932482.3

	29
	Glycine soja uncharacterized LOC114371265 (LOC114371265), transcript variant X1, mRNA
	XM_028328735.1

	30
	Glycine soja uncharacterized LOC114371265 (LOC114371265), transcript variant X2, mRNA
	XM_028328736

	31
	Halovivax limisalsi strain IBRC-M 10022 chromosome
	CP095757.1

	32
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110640517), transcript variant X1, mRNA
	XM_021791843.2

	33
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110640517), transcript variant X2, mRNA
	XM_058131344.1

	34
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110670759), transcript variant X1, mRNA
	XM_021832922.2

	35
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110670759), transcript variant X2, mRNA
	XM_021832923.2

	36
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110670759), transcript variant X3, mRNA
	XM_021832924.2

	37
	Hevea brasiliensis protein PSK SIMULATOR 1 (LOC110670759), transcript variant X4, mRNA
	XM_021832925

	38
	Hibiscus syriacus protein PSK SIMULATOR 1-like (LOC120118548), transcript variant X1, mRNA
	XM_039138576.1

	39
	Hibiscus syriacus protein PSK SIMULATOR 1-like (LOC120118548), transcript variant X2, mRNA
	XM_039138577.1

	40
	Leptolyngbya sp. ISBN3-Nov-94-8 phormidolide gene cluster
	KT727016.1

	41
	Leptolyngbya sp. PCC 7375 leptolyngbyalide biosynthetic gene cluster
	BK010645.1

	42
	Lotus japonicus protein PSK SIMULATOR 1 (LOC130717855), transcript variant X1, mRNA
	XM_057568231.1

	43
	Lotus japonicus protein PSK SIMULATOR 1 (LOC130717855), transcript variant X2, mRNA
	XM_057568232.1

	44
	Lotus japonicus protein PSK SIMULATOR 1 (LOC130717855), transcript variant X3, mRNA
	XM_057568233.1

	45
	Lyngbya majuscula jamaicamide biosynthesis gene cluster
	AY522504.1

	46
	Macadamia integrifolia protein PSK SIMULATOR 1-like (LOC122075087), partial mRNA
	XM_042639983.1

	47
	Macadamia integrifolia protein PSK SIMULATOR 1 (LOC122083643), mRNA
	XM_042651512.1

	48
	Magnolia sinica protein PSK SIMULATOR 1 (LOC131235678), mRNA
	XM_058232963.1

	49
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X1, mRNA
	XM_058235246.1

	50
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X2, mRNA
	XM_058235247.1

	51
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X3, mRNA
	XM_058235248.1

	52
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X4, mRNA
	XM_058235249.1

	53
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X5, mRNA
	XM_058235250.1

	54
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X6, mRNA
	XM_058235251.1

	55
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X7, mRNA
	XM_058235252.1

	56
	Magnolia sinica protein PSK SIMULATOR 1-like (LOC131237468), transcript variant X8, mRNA
	XM_058235253.1

	57
	Moorena producens ASI16Jul14-2 vatiamide A-F gene cluster
	MK618714.1

	58
	Moorena producens JHB chromosome
	CP017708.2

	59
	Moorena producens PAL-8-15-08-1 chromosome
	CP017599.1

	60
	Nicotiana tabacum uncharacterized protein (LOC107761286), transcript variant X1, mRNA
	XM_016579504.1

	61
	Nicotiana tabacum uncharacterized protein (LOC107761286), transcript variant X2, mRNA
	XM_016579505.1

	62
	Phalaenopsis equestris uncharacterized LOC110027547 (LOC110027547), mRNA
	XM_020729035.1

	63
	Phalaenopsis equestris uncharacterized LOC110034001 (LOC110034001), transcript variant X1, mRNA
	XM_020738214.1

	64
	Phalaenopsis equestris uncharacterized LOC110034001 (LOC110034001), transcript variant X2, mRNA
	XM_020738215.1

	65
	Phalaenopsis equestris uncharacterized LOC110034001 (LOC110034001), transcript variant X3, mRNA
	XM_020738216.1

	66
	Phaseolus vulgaris protein PSK SIMULATOR 1 (LOC137827772), transcript variant X1, mRNA
	XM_068634084.1

	67
	Phaseolus vulgaris protein PSK SIMULATOR 1 (LOC137827772), transcript variant X2, mRNA
	XM_068634085.1

	68
	Phaseolus vulgaris protein PSK SIMULATOR 1 (LOC137827772), transcript variant X3, mRNA
	XM_068634086.1

	69
	Phaseolus vulgaris protein PSK SIMULATOR 1 (LOC137827772), transcript variant X4, mRNA
	XM_068634087.1

	70
	Phoenix dactylifera protein PSK SIMULATOR 1-like (LOC103701309), transcript variant X1, mRNA
	XM_008783324.4

	71
	Phoenix dactylifera protein PSK SIMULATOR 1-like (LOC103701309), transcript variant X2, mRNA
	XM_008783325.4

	72
	Phoenix dactylifera protein PSK SIMULATOR 1 (LOC103713919), transcript variant X1, mRNA
	XM_008800970.2

	73
	Phoenix dactylifera protein PSK SIMULATOR 1 (LOC103713919), transcript variant X2, mRNA
	XM_017844458.2

	74
	Phoenix dactylifera protein PSK SIMULATOR 1-like (LOC103719963), transcript variant X1, mRNA
	XM_008809457.4

	75
	Phoenix dactylifera protein PSK SIMULATOR 1-like (LOC103719963), transcript variant X2, mRNA
	XM_017845908.3

	76
	Pistacia vera uncharacterized LOC116104852 (LOC116104852), transcript variant X1, mRNA
	XM_031391278.1

	77
	Pistacia vera uncharacterized LOC116104852 (LOC116104852), transcript variant X2, mRNA
	XM_031391279.1

	78
	Prochloron didemni P1-Palau 
	HQ407369.1

	79
	Pseudomonas sp. abacavir_1 chromosome
	CP122536.1

	80
	Pseudomonas sp. M1 chromosome
	CP094343.1

	81
	Ricinus communis protein PSK SIMULATOR 1 (LOC8258916), mRNA
	XM_002533973.4

	82
	Rivularia sp. PCC 7116
	CP003549.1

	83
	Streptomyces sp. NBC_01508 chromosome
	CP109419.1

	84
	Streptomyces sp. NBC_01511 chromosome
	CP109417.1

	85
	Synechococcus sp. CBW1107 chromosome
	CP064908.1

	86
	Synechococcus sp. CBW1107 isolate KAC_105 
	OY986432.1

	87
	Telopea speciosissima protein PSK SIMULATOR 1 (LOC122661904), mRNA
	XM_043857414.1

	88
	Telopea speciosissima protein PSK SIMULATOR 1-like (LOC122656945), transcript variant X1, mRNA
	XM_043851650.1

	89
	Telopea speciosissima protein PSK SIMULATOR 1-like (LOC122656945), transcript variant X2, mRNA
	XM_043851651.1

	90
	Theobroma cacao uncharacterized LOC18593131 (LOC18593131), mRNA
	XM_007020193.2

	91
	Vicinamibacterales bacterium isolate 01def6b1-0c8c-435d-859a-076764f3ef92
	OY761475.2

	92
	Vicinamibacterales bacterium isolate a81303e6-5222-43c3-8420-e6164aabff0e
	OZ242003.1

	93
	Vigna angularis protein PSK SIMULATOR 1 (LOC108326076), mRNA
	XM_052874933

	94
	Vigna radiata var. radiata uncharacterized LOC106772218 (LOC106772218), transcript variant X1, mRNA
	XM_014658464.2

	95
	Vigna radiata var. radiata uncharacterized LOC106772218 (LOC106772218), transcript variant X2, mRNA
	XM_022785477.1

	96
	Vigna radiata var. radiata uncharacterized LOC106772218 (LOC106772218), transcript variant X3, mRNA
	XM_022785478.1

	97
	Vigna umbellata protein PSK SIMULATOR 1 (LOC124847484), transcript variant X1, mRNA
	XM_047324991.1

	98
	Vigna umbellata protein PSK SIMULATOR 1 (LOC124847484), transcript variant X2, mRNA
	XM_047324992.1

	99
	Vigna unguiculata uncharacterized LOC114190691 (LOC114190691), transcript variant X1, mRNA
	XM_028079670.1

	100
	Vigna unguiculata uncharacterized LOC114190691 (LOC114190691), transcript variant X2, mRNA
	XM_028079671.1

	101
	Vigna unguiculata uncharacterized LOC114190691 (LOC114190691), transcript variant X3, mRNA
	XM_028079672.1

	102
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X1, mRNA
	XM_034819408.1

	103
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X2, mRNA
	XM_034819409.1

	104
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X3, mRNA
	XM_034819410.1

	105
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X4, mRNA
	XM_034819411.1

	106
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X5, mRNA
	XM_034819412.1

	107
	Vitis riparia protein PSK SIMULATOR 1 (LOC117906403), transcript variant X6, mRNA
	XM_034819413.1

	108
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X1, mRNA
	XM_010666700.3

	109
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X2, mRNA
	XM_010666703.3

	110
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X3, mRNA
	XM_010666704.3

	111
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X4, mRNA
	XM_059734975.1

	112
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X5, mRNA
	XM_019216687.2

	113
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X6, mRNA
	XM_010666705.3

	114
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X7, mRNA
	XM_059734976.1

	115
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X8, mRNA
	XM_010666707.3

	116
	Vitis vinifera protein PSK SIMULATOR 1 (LOC100263351), transcript variant X9, mRNA
	XM_059734977.1

	117
	Vitis vinifera clone SS0AFA23YI14
	FQ393916.1

	118
	Zebrafish DNA sequence from clone CH211-265I20 in linkage group 14
	CR381695.4

	119
	Zebrafish DNA sequence from clone DKEY-182M5 in linkage group 14
	CR847800.4
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