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Figure S1. Anthocyanin biosynthesis pathway

Table S1. Primer sequences for qRT-PCR of anthocyanin biosynthesis genes in ‘Tainong’
	Primer name
	Primer Sequences (5’ -3’)

	
	F
	R

	Pes60s
	AGGTGGGTAACAGGATTATC
	TGGCTGTCTTTTGGTGCTG

	TNCHS1
	CTGAGGGCAAGCTGGCAT
	TCCTTCACCGGTTGTGGC

	TNCHS7
	CGCTCGTGTCTTGGTGGT
	CAAGGCTGTCGAGGTGGG

	TNCHS8
	TTGGGCCTGAATCCGTCG
	ATCTCCGTGCACACTGCC

	TNCHS12
	CGCCTTCCTTGGATGCCA
	CCGCCCCAGTAGCACAAA

	TNCHS13
	TGGGCAGTCCATCCTGGA
	CCCTGAGAGCACGTCTGC

	TNCHI2
	CTCGTCCACGCTTCCCTG
	ACGACTCGCCGGTCTTTG

	TNCHI3
	AGACAGCAGCCGAGGAGA
	TCCTCACAGCTCACCCCA

	TNCHI4
	GGTTGCTCGGCTCCGTTA
	GCCCTGCAGCATACACCT

	TNF3H1
	GCCACCAAGGACACGACA
	GGGCATGGTGGGTAGCAG

	TNF3H2
	AATCCGCCCCGTTTCAGG
	CTTGCTCGCCGGATGTCT

	TNF3H3
	CCAGAGCTCGCACTAGGC
	ATGAGCTGCAACCCTGGG

	TNF3H4
	GTGGCAAGAAGGGTGGCT
	TCTCTGGCCGGGATTGGA

	TNF3H5
	GTGGCAAGAAGGGTGGCT
	TCTCTGGCCGGGATTGGA

	TNF3H6
	CACAGCCAGACCTCGCAA
	TTGAAGGCCACCAACCCC

	TNF3’H1
	TTACGCGAGCTTTGGCCA
	TCGCCGAACACCCTCCTA

	TNF3’H2
	GGTCCTGTGCCTCACCAC
	CCACAACCACGTCCACGA

	TNF3’H3
	GCCGAGGAGTGCGAGATC
	TCACGTGCAATGGCCCAT

	TNF3’5’H1
	TCCAGGTCCCAGAGGGTG
	TCTGGGGTGGAGGCTACC

	TNF3’5’H2
	ATGCTGGGTGGCAAAGCT
	ACTAGCCTCGCACATCGC

	TNF3’5’H3
	TGTTGGGCGGCAAAGCTA
	GCACCACCACGGGCTTAT

	TNDFR1
	GACTGTGCGTGACCCGAA
	CACCAGTGCAGCCCTGAA

	TNDFR2
	TTCAGGGCTGCACTGGTG
	GCCACGGCACAAGCTTTC

	TNDFR3
	AGTCGAGCCAAGCTGCAG
	ACGGCTGCCTTGCTTGTA

	TNDFR4
	CCCAAAGCTCCCTGGCTC
	GTGCCCTGGCCACATCAT

	TNDFR5
	TGTGATCGGTGGCACTGG
	TCTCGCAGTGCCACAAGG

	TNDFR6
	TGGTTCATGCCACGGTCC
	AAAAACGCCATCGCAGCC

	TNANS1
	CGAAGGCCTCCGCAAAGA
	CATGGCTCACACCGTGGT

	TNANS3
	TGCGAGCCACCAAAGGAG
	AGGTGCGAGGAGGGAACA

	TNANS4
	TGCTGTCGCTTGGACTGG
	TGGCTGAGGGCATTTGGG

	TNASN5
	TGCGAGCCACCAAAGGAG
	AGGTGCGAGGAGGGAACA

	TNASN6
	TGCTGTCGCTTGGACTGG
	TGGCTGAGGGCATTTGGG

	TNANS7
	ACCAGAGAGGCCGTCGAT
	CCCCACTCTCGACATGCC





Table S2. Gene sequences of TNCHSs, TNCHIs, TNF3Hs, TNF3’Hs, TNF3’5’Hs, TNDFRs and TNANSs 
	>TN02G007071.1 TNCHS1

	ATGGGGAACAACATTGAGGAGATCAGAGAGGCCCAGAAAGCTCATGGTCCTGCCACTGTCTTGGCCATTGGCACAGCCTCTCCACCCAACTGTATGTTGCAGGCTGATTATCCTGACTACTACTTCAGGGTCACCAAAAGCGAGCACATGTCGCAGCTTAAAGACAAGTTCAAGCGCATATGCGAAAAGTCGATGATCAAGAAACGCTACCTGGTCCTGACTGAGGAAATACTGAAAGAGAACCCTAACATGGCTGCATTCATGGCGCCTTCTCTTGACGCACGACGAGACATTATAGTGAAGGAAGTGCCGAAACTTGGGAAGGAGGCAGCGACAAAAGCCATAGAAGAATGGGGCCAACCCAAATCCAAGATCACCCATCTGGTTTTCTGCTCCACCTCTGGCATGGACTTGCCTGGCCACGACTACCAACTCATCAACTTACTTGGACTCAATCCTTCTGTGAAGCGAGTCATGCTGTACCAACAGGGCTGCTTCGCCGGTGGCACCGTCCTTCGCATTGCCAAAGATTTGGCAGAGAACAACAAGGGTGCTCGGGTTCTTGTTGTGTGCTCCGAGACAACGGTTGTGACTTTCCGTGGCCCGTCTGATACTCACATGGACTCGCTAGTGGGTCAATCTCTTTTCGGTGATGGTGCTGCTGCTGTTATTGTTGGTGCAGATCCTGATACTTGTATCGAGCGCCCATTGTTTCAGCTTGTGTCTGCTGCAGAAACAATCCTTTCAGACTCTGATGATAGCATTGGTGGACAATTGACTGAAGCTGGTCTCACCTTTATATTGTCAAAGAAAGTTGCTGGGCTTATCTCAAACAACATAGAGAAACTTCTGCTTGAAGCATTTGCTCCTCTTGGTATCGACGACTGGAACTCCATATTTTGGATAGCTCACCCAGGTGGTCCGGCGATTTTGGATCAGATTGAGACTAAACTGGGTCTAAAAGGAGAGAAACTGAGGGCAAGCTGGCATGTTTTAAGTGAGTACGGGAACATGTCAAGTTGCTGCGTGTTCTTCATCATGGACGAAATGAGGAAGAGGTCGACCAAGATAAGCATGGCCACAACCGGTGAAGGATTCGAGTGGGGTGCCTTGTTTGGGTTTGGACCTGGCTTGACTGTGGAGACTGTTGTCCTGCGCAGTGTTGCTCTCGACACCGAGACTTGA

	>TN05G0014342.1 TNCHS7

	ATGGTGACCGTCAATGAAGTCAGAAAGGCGCAACGAGCTGAGGGTCCTGCCACAATCTTGGCCATCGGTAAAGCAAATCCTCCAAACTGTGTTGATCAGAGCACTTATCCCGATTACTACTTCCGTATCACAAATAGCGAGCACAAGACTGAGCTCAAAGAGAAATTCAAGCGCATGTGTGATAAATCCATGATCAAGAAGAGATACATGTACTTGACAGAGGAAATCCTGAAGGAAAATCCTAAGGTATGCGAATACATGGCACCATCATTGGATGTCAGGCAAGATATTGTGGTGGTAGAGGTACCAAAGCTAGGCAAGGAAGCAGCTTCCAGGGCTATCAAGGAATGGGGCCAGTCCAAGTCCAAGATAACCCATTTGGTGTTTTGCACTACTAGCGGCGTCGACATGCCCGGAGCCGACTATCAGCTCACCAAACTTTTGGGCCTCCGTCCATCTGTCAAGCGTTTCATGATGTACCAACAGGGTTGCTTCGCCGGCGGTACGGTGCTCCGCATGGCTAAAGACCTGGCCGAAAACAACAAAGGCGCTCGTGTCTTGGTGGTGTGCTCTGAGATAACAGCTGTGACGTTCCGTGGGCCTAGTGATACCCACCTCGACAGCCTTGTGGGTCAAGCATTGTTCGGTGATGGTGCGGGTGCAGTCATAGTGGGCTCAGATCCTGTGATCGGTGTTGAGAAGCCATTGTTTGAACTAGTGTATGCAGCGCAGACCATTTTGCCAGATAGTGAAGGAGCCATCGATGGACATCTCCGTGAAGTTGGGCTTACATTTCACCTCCTCAAAGATGTCCCTGGACTCATCTCCAAGAACATCGAAAAGAGCCTGGTCGAGGCTTTCCAGCCTTTGGGCATCTCCGACTGGAACTCCCTCTTCTGGATCGCACATCCAGGTGGTCCAGCCATCCTGGACCAAGTGGAGGAGAAGTTACGTCTCAATCCTGAAAAGCTGCAGGCTACACGACAGATACTTTCCGAATATGGTAACATGTCAAGTGCTTGTGTGTTGTTCGTCTTGGACGAGATGAGGAAGAAGTCAGCTAAGGATGGGCTTGAAACCACTGGAGAAGGCCTTGAATGGGGTGTGCTTTTCGGGTTTGGTCCTGGACTTACTGTCGAGACTGTGGTCCTTCATAGCAAGTCCATCTAA

	>TN05G0015233.1 TNCHS8

	ATGGTGACCGTCGATGAAGTCCTCAAGGCCCAACGAGCTGAAGGTGTTGCCACAGTTCTTGCCATCGGCACAGCGACTCCTCCCAACTGTGTTGATCAGAGCACATTTCCTGATTTCTATTTCCGTATCACAAAGAGCGAGCACAACACCGAGCTTAAACAAAAATTTGAGCGCATGTGTAATAAATCCATGATCAAGAAACGGTACATGCACTTGACCGAGGAAATCCTGAAACAAAATCCTGATTTCTGCGAGTATAAGGCACCTTCATTGGATGCTAGACGAGAAATTTTGGTGGTAGAGGTACCTAAGCTCGGCAAAGAAGCAGCTGTGGAGGCCATCAAGGAATGGGGCCAGTCCACGTCCAAGATAACCCACTTGATCTTCTGTGCCACTAGTGGCGTGGACATGCCTGGAGCCGATTATCAACTCACTAGGCTTTTGGGCCTGAATCCGTCGGTGAAGAGGTTCATGATGTACAATCTAGGTTGTTTTGGAGGAGGCACGGTGCTCCGCATGGCAAAAGACATAGCAGAAAACAATAGAGGCGCTCGTGTGCTGGCAGTGTGCACGGAGATCACGGTGAACACTTTTCGCGGACCGGATGAAACCCACCTCGACAACCTTGTGGGCCAAGCAATATTTGGCGATGGTGCATCAGCTGTCATAGTGGGCTCAGACCCAATCCCTGGTGTTGAGAAGCCTTTGTTCGAGATTGTATCTGCAACTCAAACCATTGTACCAGACAGTCTTGGGGTTATAGACGGACATCTCCTTCAAGCTGGATTGGTAGTTCACATCGGAAAAGGTATTGCTCAGCTTATTTCAATGAACATCGAGAAGACTCTCGTTGAGGCATTCCAGCAACTTGGCATCTCCGATTGGAACTCCCTGTTCTGGATTGTACATCCTGGTGGACCAGCTATTTTGAACAAAATGGAGGCTAAGTTGAAGCTGAAGCCTGAAAAATTACAGGCCTCGCGACAAATACTTGTTGAATATGGTAATATGAACAGTGTGGCTGTGTTTTTCATTATGGATGAAATAAGGAAAAACTCAAAGGAGAAAAAGCTGGAATCTACTGGAGAAGGTCTTGATTGGGGTGTGCTGTTGGGTTTTGGACCTGGGCTTACTATTGAGACTGTGGTGCTTCATAGTAAGCCTATCAGGATTGGTACTCCCTAA

	>TN07G0020452.1 TNCSH12

	ATGGTGACCGTCAATGAAGTCCTAATGGCCCAACGAGCTGAAGATGTTGCCACAGTTCTGGCCATCGGCACAGCAACTCCTCCAAACTGTGTTGATCAGAGCAAATTTCCTGATTTCTACTTCCGAATCACAAAGAGCGAGCACAAGATTGAGCTTAAACGGAAACTTAAGCGCATCTGTGATAAATCCATGATCAAGAAACGGTACATGTATTTGACAGAGGAAATCCTGAAAGAAAATCCCGATTTCTGCGAGTATATGGCGCCTTCCTTGGATGCCAGGCAAGACATTTTGGTGGTAGACGTACCTAAGCTAGGCAAAGCAGCAGCCGTCGAGGCCATCAAGGAATGGGAACAGTCCAAGAACAAGATAACCCACTTGATCTTTTGTGCTACTGGGGCGGACTTGCCCGGAGCCGATTATCACCTGGCCAAGCTTATGGACCTTAGCCCTTCAGTTAAGCGGTTCATGATATACCAACATGGTTGTTTCGCAGGAGGCACGGTGCTTCGCTTGGCAAAAGACATAGCCGAAAACAATAGAGGCGCTCGTGTGCTGGTAGTATGCTCGGAGCTGACGCTTAACACTTTTCGTGGACCTAATGAAAACCATCCCGACAACCTTGTGTGCCAAGCAATATTTGGCGATGGTGCATCAGCTATCATAGTAGGATCAGACCCAATCCCAGATGTTGAGAAGCCATTGTTTGAGATAGTATCTACAGCCCAAACCTTCATACCAGATACTTCTGAGGTTTTAAGAGGACAAGTCCGGAAAGCTGGAATTCTAGGTCACCTCCATAAAGATATTCCCCGACTCATTTCTATGAATATTGAGAAGAGCCTAACTGAGGCATTCCAGCCCTTGGGCATCTCTGATTGGGACTCCTTGTTCTGGATTGTGCATCCTGGTGGACCAGCTATTTTGGATCAGATGCAGGTGAAGTTGAGGCTGAAGCCCGATAAACTTCGCGCCGCACGACAAGTACTCTCTGACTATGGTAATTTGGCCAGTGCATCTGTGTTTTTTGTTATGGATGAAATGAGGAAGAAATCAAATGAGAATGGGCTCGAATCTACTGGAGAAGGCCTTGATTGGGGTGTGCTTATTGGTTTTGGACCTGGGCTCACTATTGAGACTGTGGTGCTTCATAGTAAGCCTATTCACAGTATTACTGCCTAA

	>TN08G0024136.1 TNCHS13

	ATGGGAACAAAAGAGTTTGCACGAAGAGGTTCCTCAAAGACAGCCAATCCTGGCAGAGCTACCATCCTGGCTCTCGGAAAGGCATTCCCTCACCAGCTTGTCATGCAAGAGTTTCTTGTTGATGGTTATTTCAGGAACACCAATTGTGACGATCCGGAGCTGAAGCGGAAGCTTACTCAACTCTGCAAGACAACAACAGTTAAAACAAGGTATGTGGTGATGTCAGACGAGATATTGAAGAAGTACCCTGAGCTTGCTGTTGAAGGTCTTCCCACGGTGAAGCAGCGATTAGACATCTGTAATAATGCTGTGACACAGATGGCTATTGAAGCCTCACAGGCTTGCATTAAGAGCTGGGGTAGGCCTGTATCAGATATAACGCACTTGGTCTATGTCTCCTCGAGTGAAGCCAGGCTACCAGGTGGTGATCTATTCCTTGCAGCAGGTCTTGGACTGAGCCCTGAAACACAGCGCACCATGCTCTACTTCATGGGCTGTTCAGGAGGTGTAGCCGGGCTCCGAGTTGCCAAGGATATTGCCGAGAACAACCCTGGGAGTAGAATTTTGCTGGCTACTTCTGAAACCACCATTATTGGTTTCAAACCACCGAGTGCAGAAAGACCATACGATCTAGTTGGGGTCGCACTCTTTGGAGATGGTGCAGGAGCAATGATAATAGGCGCTGATCCAGTTCCAGGCACCGAACGCCCTCTCTACGAGCTTCACACAGCAATTCAGAATTTCTTGCCAAACACAGAGAAGATTATTGACGGCAAGCTCAATGAAGAAGGGATCAGCTTCAAGATAGCAAGAGAGCTTCCTCAGATCATAGAAGATAACGTTGAAGGATTCTGTCATCAGCTGTTGGGAGTTGATGGACTAACCCATCAGGAATACAACAATATGTTTTGGGCAGTCCATCCTGGAGGTCCTGCAATCCTGAATCGTATAGAAAAACGACTTGAATTGTCTCCAGAAAAACTAAACGCCAGCAGACGTGCTCTCAGGGATTATGGCAATGCTAGCAGTAACACCATTGTTTACGTACTGGAGTACATGATGGAAGAGAGCCTGAAGAACAGGGAAGATAACGCAGGTTGTGAATGGGGCTTAATACTTGCTTTTGGACCTGGAGTTACCTTTGAAGGAATTCTCGCCAGAGATCTCACAATCTAA

	>TN01G004309.1 TNCHI2

	ATGCCTTCGTTGAACTTCCCGTCCTTGTTTTCTCAGCCCAAGGGCTGCCCAAACGGCATTCCCCATGCCACCACATCACGCCCATTTTCCGCCACCGCAGCCGCGGCATGCTTTGTCGCCGCAGGAGCTGCGGCATTTGCCGGAATATCAGTCGCCCAGAACTCCAAAACGTTTCTTCCAGGTGGACTGAATTGGGTCCTCCCAAGCGACTCGTCCACGCTTCCCTGGTGTTCGGTTTCCCTGGCTGACAGTTCGGGTTCCGTTGTTCACTCAAAGACCGGCGAGTCGTTCCCTGCGGTTATTTTTGGGTCTCAGAGACTTTTGGGAATTGGGTTGCGCAGAAAGAGCATCTTGGGACTGAAGAACATCGACGTCTACGCGTATGGTGTGTATGCTGATAACGATGAAGTGAAGAAATCTTTAGGTGACAAATATGGAAAGTTTTCGGCTTCTGAACTTAAGGTAAACAAGGAATTTAAGGAGGATCTCATGGAGGCTGATGTTCCGATGACAGTTAGACTCCAGATAATTTATGGTAAGCTAAGCATTGGCTCTGTAAGAAGTGCTTTTGAAGACTCCGTGGGAAGCAGACTGCAAAAGTTTGGCGGACCTGACAACAAGGATCTGCTTCAGAGTTTTACTTCACTGTTCAAGGATGAATATAAAATACCAAGGGGTTCGGTGATTATTCTATCGAAGGAGCAAGGCCATGTGCTTCGCACAATAATTGACGGCAAGGAGGTGGGATGTATCCAGAGCAAAGTCTTATGTAAGTCAATTTTGGATCTATATATTGGTGAGGATCCATTTGATAGACAGACCAAAGAAGACATTGAGACCAAGATAGCATCACTCGTTCCAAGATAG

	>TN03G0011296.1 TNCHI3

	ATGGCAACAATTGCTGAGAATGTCAAGGCTCAGACAGCAGCCGAGGAGAAGGTGAATGGCATGGAACAGAAGGCTGCTAATGGGGTTAGCTGTGACAATGGAACAAAGGCTGTTAATGGGGTGAGCTGTGAGGAGGGAACAAAGGGTGCTGGACAGCCAAGGGAGGAGAAAGTTCAGGTAGAGAAGGAAACAGCAGGGAAAGGTGTCAATGATCAGCTGCAGCAGGAAGAAGAGGTGGCAGTTGAGGTTGAACCCAAAACAGGGGTTTCTTTTCCAGTAAAGGTGGATGATGGGAAGCAATTGATGAGCGTTGGGTTGAGGAAGAAATCCATGCTTGGCTTAGGCATCAAGATCTATGGATTTGGGATGTATACAGACAATGGGAAACTGAAAGACCTCTTGAGGTCGAAGATAGCAAAGACCGCAGGAAAACCAACAAAGGAAATGTATAAAGTGGTGATCGACAGTGATGTGGCAATGATGGTGAGGATGGTTATTGTGTATTCTGGTCTCACCATGAGCATGGTCAGGAAGAGTTTCGATGAAGGCCTTGGAGCATCAATAAAGGCGCTGACTGGTGGGAAGAAAAACGACGAGCTTTCAAACAAGGTTATGGGTCAAGCTTCAGATGAAATTAAGCTGACATCAGGCTCTGTAATTGAGATTTCCCGGCTTCCAGGATATGTTCTCCAAACCAAAGTGATGGATGAGGTTGTTAGCAAAGTGGAAAGCGAACTTCTCTGCAGGGCATTCATCCATATGTACCTGGGAGATGATCCCTTCGACAAGGATGCCAAGGAAAAGTTCGGGATGTCTTTGCTTTCACTCTTTTAA

	>TN09G0026725.1 TNCHI4

	ATGAACATAAACATGCGTGCATCAATGATCTGCACATCAATATGCCCAAAAATTACCAGTCTCCCTCTAAAATCTCCATTCCCCAGTAATAATGTCCTACTCCATTTTCCCTTACCCTTATCCACACTCCCTCTCTCTTTCTCCTTTCGCAAGGACCATGTAACTGTGAATCCTGTCCGTTTTTCTGCGAAAGCTTCGCCTTCATCTTCTTCGGTTGGAAGTGCTGAATATGTAGAGGAACCTGCAACAAATGTGAATTTTCAGACGTCTTTGAGTTTACCGGGTTGCTCGGCTCCGTTAACATTGCTTGGAACTGGATACAGGGAGAAGGTTTTTGCCATCATCGGTGTAAAGGTGTATGCTGCAGGGCTATACATTAATGAATCCATCATAAGCAGGTTGACTGCTTGGAAGGGACAAACAGCAGCTCAAATCCAGGAGAACTCAGTGATATTCAGCTCCATTTATCAGGCTCCTCTGGAAAAGTCATTGATGATTGTCCTTGTGAGAGATGTTGATGGCAAAACTTTCTGGGATGCATTGGATGAGGCCATCTCGCCGAGAATAAAATCACCGTCTCCTGTGGATGAATCTGCTCTGTCCACATTCCGTAACATCTTCCAAGGTCGACCTCTTAAGAAAAGCAGTTGTATATTTCTGACATGGTTGGATCCTTCCAAAATGCTAGTTTGTGTTTCATCGGAGGGAATACCGTCTGCGGTGGATGGTACTATTGAGTCAATAGACGTTACCCGTGCCCTTTTTGACGTATTTTTGGGGGATGCTCCCGTTTCTCCTTCCTTGAAATCTTCTGTTTGCAATGGACTTGACAGATGCATGCATGTCTCAAGTGAATAA

	>TN01G001253.1 TNF3H1

	ATGTGTCCTGCGATGGCAATTTCCAAGAAAAATGAGGATGCCATAGAAAGCCTATGCCAAAATGGCGTAAAGCACCTGTGCGATACAGGCATCAGTAAAATTCCCAACAAATACGTATTGCCTGTTCATGAAAGACCCAACACAACCGAATCAGATATGGTTGTGCCCAATGGAAACCTCAAGTTGCCTGTGATTGATTTTGCCGAGCTGCAAGGTCCAAACCGAGCACGAACCCTTGAAACACTAGCTAACGCTTGTGAGCAGTATGGGTTTTTTCAGTTGGTAAATCATGGAATTCCTGGAGACGTTATCACTGGCATAATTGATGTGGCGGCTAGGTTCTTCGAGCTCCCCTATGAGGAAAGATCAAAGTATATGTCATCAAACTTTGAGGCACCAGTTCGATATGGAACTAGCTTTAACCAGAACAAAGACAATGTGTTTACATGGAGAGATTTCTTAAAGCTAACATGCAACCACTTACCAGATGTACTACCTCATTGGCCATCTTCTCCCGTAGACTTGAGGACAGTGGCGGTTACCTACGCAGAAGAAACCAAAATCTTGTTTCTAATGGTAATGGAGGCCATCCTAGAGACCCTATCAGGGGCCACCAAGGACACGACAGAAGACGATGAAATTATGAAGGAATTCCAAGATGGGAGCCAGCTAATGATTGTCAACTGCTACCCACCATGCCCTGAACCCCATCTAACATTAGGAATGCCACCCCATTCTGACTATGGATTCCTCACATTTGTTCTCCAAGATGAAGTTAAGGGTTTGCAGATTCAACACGAGAAAAAATGGGTGACAGTTGAACCCATTCCCAATTCCTTCGTCGTTAATGTTGGCGACCACCTTGAGATATTTAGCAACGGGAGGTACAAAAGTGTGTTGCACAGAGTTGCAGTAAATGCGGAGAATACTCGCATCTCGGTAGCTTCGTTGCACAGCCTTGAATTCAAGTCCGTGGTCAAGCCATGGCCTAAGCTCATCGACGAAGCAAATCCAAGGCGCTATAGAGACACAGACTTTGCTAGTTTTCTCGCTTACATGTCATCTTGTGAACCCAAGAAGAAGAGTTTCTTGGAGTCTAGAATGATCGTTAATTGA

	>TN01G002071.1 TNF3H2

	ATGCTACAGATTTTCCCATTATTAAAATCCATGGATACAAAGGTACTTTCCTCGGGAATCCGGTATTCAAATCTGCCGGCAAGCTACGTCAGGCCGGAATCGGAGCGTCCTCGGCTGTCGGAGGTTGTTGCATGCGGAAACATCCCGGTAATCGACTTGGTAGCCGAAGACACAGCACATATCTTGCAGCAAATCGACGACGCTTGCAGAAACTTCGGCTTTTTCCAGGTGATCAATCACGGAGTTCCACCGGAAGTAGTGGAGAAGATGTTAGGAGTGGCGCGTGAATTCTTCAACCTGCCAGTGGAAGAGAAGCTGAAGCTGTATTCTGATGACCCATCAAAGACGATGAGACTTTCGACAAGTTTTAATATAAATAAAGAGACGGTTCACAACTGGAGGGACTATCTTAGACTTTTCTGCTATCCTCCAGACAAGTACATGCCTGAATGGCCTTCTAATCCGCCCCGTTTCAGGGAAACTCTGAAGAATTACTGTTCGGAAGTTCGAAAACTTGGCTTTAGATTGCAGGAACTGATATCTGAGAGCTTAGGCCTAGAGAAGGATTACATAACAAAGACATCCGGCGAGCAAGGACAGCATATGGCTGTGAATTATTATCCGCCATGTCCGGAGCCGGAGCTGACTTATGGATTACCAGCACATACAGACCCCAATACCCTCACGATTCTGCTTCAAGACACACAGGTAGCAGGCCTGCAAGTGCTCAAACAAGGCAAATGGGTAGCTGTTAATCCTCACCCAAATGCATTTGTCGTTAACATTGGCGATCAGCTGCAGGCACTAAGTAATGGTAGGTACAAGAGTGTGTGGCACCGAGCCATTGTGAATACTGACAAAGCCAGGATATCAATTGCTTCCTTCCTCTGTCCGTGTGATGATGCCTTAATCAGTGCCTCGAAAGCTCTGACGGAGGATGGATCTGGAGCTGTTTACAGGGACTTTACATATCCTGAATATTACAAAAAGTTTTGGAGCAGGAACCTGGACCAAGAACATTGTCTGGAACTCTTCAAGAACGAACATCTCTGA

	>TN01G004781.1 TNF3H3

	ATGGGACAATACGCAACAACTGTGCGAGATTTACAAAAACAACTAATGGAAGCTGTTCTGGAAAGTCTAGGACTGAGCAGGAATTACTTGCAAGATGAAATTGAAGAAGGCTCACAAGTCATGGCCGTAAATTGCTATCCGGCTTCTCCTGAACCAGAGCTCGCACTAGGCATGCCACCACATTCGGATTATGGATCACTGACCATATTACTTCAAAGTTCCCCAGGGTTGCAGCTCATAGATAATGACAACAACTGGGTATCAGTTCCTGTAATTGAAGGTGCATTAATCGTTCAGCTGGGAGATCAGATTGAAGTAATGAGTAATGGCCAATATAAAAGTGTTATTCATCGAGCCACTGTTAGCGCCGAGACAAAACGGTTTTCAATAGCAAGTCTCCACAGCCTAGCCTTAAACAAGAAAATGGGGCCAGCTCCAAAGCTTGTAGACGAACAGCACCCATTGGCCTACAAGGAGTTCAGTTTCAAAGATTTTCTTGATTTCATTGAAAGTAATGATATTTCAAAGGGAAGGTTCATAGATACACTGAAGAACAATCTATGA

	>TN04G0012668.1 TNF3H4

	ATGGTATTACCTTCTACCCTGACGGCCCTGGCGGGAGAGAAAACTCTGCAAGCAGGATTTATCAGGGACGAAGATGAGCGTCCAAAAGTTGCGTACAACCAATTCAGCAACGAAATTCCAGTGATCTCATTGAAAGGAATTGATGCTGGCGGCGAGAAGAGAGCAGAGATATGCAAGAAGATTGTCGAGGCGTGTGAGGACTGGGGAATTTTTCAGGTGGTGGATCATGGTGTTGATGGCAAGGTTATTTCTGAAATGACTCGTCTTGCTAGAGAGTTTTTTGCTCTTCCGCCTGAAGAGAAGCTTCGCTTTGACATGTCTGGTGGCAAGAAGGGTGGCTTCATCGTATCCAGCCATCTGCAGGGAGAGGCAGTTCGGGATTGGCGCGAGATCGTGACGTACTTCTCATATCCAATCCCGGCCAGAGACTATTCAAGATGGCCTGACAAACCAGAGGGGTGGAGGGCAGTGACAGAGGAATACAGTGAGAAACTAATGGGACTTGCTTGCAAACTTCTAGGGGTTTTATCTGAGGCTATGAGCTTGGAAACTGAGGCCCTGAGCAAGGCTTGCGTGGACATGGACCAGAAGGTTGTTGTCAATTTCTATCCAAAATGCCCACAGCCAGACCTGACTCTTGGACTCAAGCGCCATACAGACCCAGGCACCATCACCCTATTGCTTCAGGACCAAGTTGGTGGTCTTCAGGCCACTAGGGACAATGGAAAGACTTGGATCACTGTCCAGCCTCTTGAAGGTGCTTTTGTGGTTAACCTAGGGGATCATGGTCATTTCCTTAGCAACGGAAGGTTCAAGAATGCGGACCACCAAGCTGTTGTTAACTCAAACTGCAGCAGACTGTCTATAGCCACGTTCCAGAACCCAGCACCAGAGGCTAAAGTGTACCCTCTCAAGATTAGGGAGGGAGAGAAGTCAGTGCTAGAGGAGCCAATTACATTCAGTGAGATGTACAGAAGGAAGATGAGCAAGGATCTGGAGCTGGCAAGGCTCAAGAGTTTGGCTAAAGAGCAGCAGTTAAAGGATGCGGAGAAAGCCAAATTGGAAGCCAAGCCTACAGAAGAGATTCTAGCTTGA

	>TN04G0012671.1 TNF3H5

	ATGGTGGTACCTTCTACCCTGACGGCCCTGGCGGGAGAGAAAACTCTGCAAGCAGGATTTATCAGGGACGAAGATGAGCGTCCAAAAGTTGCGTACAACCAATTCAGCAACGAAATTCCAGTGATCTCATTGACAGGAATTGATGCTGGCGGCGAGAAGAGAGCAGAGATATGCAAGAAGATTGTCGAGGCGTGTGAGGACTGGGGAATTTTTCAGGTGGTGGATCATGGTGTTGATGGCAAGGTTATTTCTGAAATGACTCGTCTTGCTAGAGAGTTTTTTGCTCTTCCGCCTGAAGAGAAGCTTCGCTTTGACATGTCTGGTGGCAAGAAGGGTGGCTTCATCGTATCCAGCCATCTGCAGGGAGAGGCAGTTCGGGATTGGCGCGAGATCGTGACGTACTTCTCATATCCAATCCCGGCCAGAGACTATTCAAGATGGCCTGACAAACCAGAGGGGTGGAGGGCAGTGACAGAGGAATACAGTGAGAAACTAATGGGACTTGCTTGCAAACTTCTAGGGGTTTTATCTGAGGCTATGAGCTTGGAAACTGAGGCCCTGAGCAAGGCTTGCGTGGACATGGACCAGAAGGTTGTTGTCAATTTCTATCCAAAATGCCCACAGCCAGACCTGACTCTTGGACTCAAGCGCCATACAGACCCAGGCACCATCACCCTATTGCTTCAGGACCAAGTTGGTGGTCTTCAGGCCACTAGGGACAATGGAAAGACTTGGATCACTGTCCAGCCTCTTGAAGGTGCTTTTGTGGTTAACCTAGGGGATCATGGTCATTTCCTTAGCAACGGAAGGTTCAAGAATGCGGACCACCAAGCTGTTGTTAACTCAAACTGCAGCAGACTGTCTATAGCCACGTTCCAGAACCCAGCACCAGAGGCCAAAGTGTACCCTCTCAAGATTAGGGAGGGAGAGAAGTCAGTGCTAGAGGAGCCAATTACATTCAGTGAGATGTACAGAAGGAAGATGAGCAAGGATCTGGAGCTGGCAAGGCTCAAGAGTTTGGCTAAAGAGCAGCAGTTAAAGGATGCGGAGAAAGCCAAATTGGAAGCCAAGCCTACAGAAGAGATTCTAGCTTGA

	>TN06G0016494.1 TNF3H6

	ATGATCATGGCTTCAATGGCTTCAGAATCCCAACCTGTACAAGCGTCTATTATGCAGAAACCAGAGTTAACCACCATTAAAGTTTTAGCAGAATCACCTGGCCTAACCTCCATTCCTTCCAGTTACACTTTCACAAGAGAGCCCCATGAAGCAGTCTCGAACTCTGAAGACTCGATCCCCATCATTGACTTATCACTCCTCTCAGGGACTCCTGATCAGCGGGCCAAATTCATCCAGGACATCGGCAAAGCATGTCAGGACTGGGGCTTCTTCACGCTAATCAATCATGGTGTTCCAGAGAGCCTGATGAAGGCAGTGATAGATGCTAGTTTGGAATATTTTGATCTAACTGAAGAAGAGAAGAGGGAGTTTGCAGGGAAACATGTGTTGGACCCTATCAGAACTGGTACCAGCTTCAATGCTTCAGTGGAAAAGGTCTTCTTCTGGAGGGATTTCCTCAAGGTTTTTGTTCATCCTGACTTCCACTCACCTCATAAACCTGCTGGGTTCAGGGAGCTTTTACTGGAGTATTCACAAAGGACAAGAGAAGTAACAAGGAAACTACTAAAAGCAATATCAGAGAGCTTGGGATTGGAAGAGTTCTATATAGAGAAGAATCTGAACACTGACTTGGGCTTCCAAATCTTTATTGCTAACCTATACCCTCCTTGTCCACAGCCAGACCTCGCAATGGGCATGCCTCCTCACTCCGATCATGGACTTCTGACCCTTCTCATCCAGAACGGGGTTGGTGGCCTTCAACTACAGCACAATGGAAAGTGGGTCGCAGTAAAAGGCATTCCAAACTCATTTCTAGTCAACACTGGTGATCATCTTGAGATTCTAACCAATGGGAAATACAAGAGTGTAGTGCATCGAGCAGTAGTGAACAATAACGTTACTCGAGTATCCCTGGCTCTTGCACATGGACCGTCACCTGATGCAGTGGTCAGCCCAGCACCAGAGCTGACGGACGCCGAAAGCAATCCACCAGGATATACAGGAATGGCATATAGGGACTACTTGGAACTCCAGCAAAGCAATGTACTTGACACTAAATCATGCTTGGACAGGGTACGAGTCCAGAAATGA

	>TN01G002392.1 TNF3'H1

	ATGTCTTCTTTCATTTTATATTTCCTGCTATTTATCATCTCAGTTTTTTTCCTCCTCCAACTACGCAGCTTCGTGACCCGTCGCCGTCACAGGCTACCCCCGGGGCCGAAGCCATGGCCGATTGTCGGGAACCTGCCTCACTTGGGTCCTGTGCCTCACCACTCCATAGCTGCACTGGCGAGAAAGTACGGACCTCTCATGCACCTACGTCTGGGATTCGTGGACGTGGTTGTGGCAGCGTCGGCATCCGTGGCAACTCAGTTCTTGAAGGTCCATGATGCCAACTTCTCTAGCCGGCCACCCAACTCCGGTGCCAAGCATATTGCTTATAATTACCAGGATCTGGTGTTCGCTCCTTATGGCCCCAGGTGGCGCATGCTTAGGAAGATATGCTCCGTGCATCTCTTCTCCGGGAGGGCTTTGGATGACTTTAGACACATCCGGGAGGAAGAAGTGGCAATACTTACGCGAGCTTTGGCCAGTACTGGAGGACAGAAGCCAGTGAGATTGGACCAATTGCTGAACGTGTGTGTAACCAATGCCCTAGGGCGTGTGTTGGTGGGTAGGAGGGTGTTCGGCGACGGTAGCGGCGGAGGTGACCCTCAGGCGGATGATTTCAAATCCATGGTGGTAGAGTTGATGGTGTTAACTGGAGTCTTCAACATAAGCGACTTCGTTCCAGCTCTTGAGTGGCTTGATTTACAGGGTGTAGCTGCGAAAATGAAGAAACTGCATAAACGATTTGATGCTTTCTTGACCAACATGCTGGAGGAACACAAGATCAATGCCGGTAATAGTGCCAGTACCGGGAAGCATGCTGATCTGCTTAGTACGTTAATTTCTCCGATGGAAAATGGCGATGGCGACGGAGAAAAGCTCACTGACACTGAGATCAAAGCACTTCTTCTGAACATGTTCAGTGCCGGGACCGACACGTCGTCAAGCACAGTAGAGTGGGCGATTGCGGAGCTCATACGTCACCCAGATATTCTATCACGGGTCCAACAAGAGCTTGACCAAATCGTGGGCCGTAACCGTCACGTGTCCGAGCTTGATCTCCCCAACCTCACCTACTTCCAAGCCGTGATCAAGAAACCTTCCGGCTCCACCCATCCACGCCGTTATCTCTGCCAAGGATCTCGGCCGAGGAGTGCGAGATCAACGGCTACCACATCCCAAAAGGCTCCACTCTGCTGGTCAACGTATGGGCAATTGCTCGTGACCCGGATGTATGGGTCGATCCGTTAG

	>TN01G002394.1 TNF3'H2

	ATGTCTACTTTCATTCTATATTTCCTGCTATTTATCATCTCAGCTTTTTTCCTCCTCCAACTACGCAGCTTCGTGACCCGTCGCCGTCACAGGCTACCCCCGGGGCCGAAGCCATGGCCGATTGTCGGGAACCTGCCTCACTTGGGTCCTGTGCCTCACCACTCCATAGCTGCACTGGCGAGGAAGCACGGACCTCTCATGCACCTACGTCTGGGATTCGTGGACGTGGTTGTGGCAGCGTCGGCATCCGTGGCGACTCAGTTCTTGAAGGTCCATGATGCCAACTTCTCTAGCCGGCCACTCAACTCCGGTGGCAAGCATATTGCTTATAATTACCAGGATATGGTGACCGCTCCTTATGGCCCCAGGTGGCGCATGTTTAGGAAGATATGCTCCGTGCATCTCTTCTCCGGGAGGGCTTTGGATGACTTTAGACACATCCGGGAGGAAGAAGTGGCAGTACTCGCACGAGTTTTGGCCAGTACTGGAGGACAGAAGCCAGTGAGATTGAACCAGTTGGTGAACGTGTGTGTAACCAATGCCTTAGGCCGTGTGCTGGTGGGTAAGAGGGTGGTCGGCGACGGTAGCGGCGGAGGTGACCCTCAGGCGGATGATTTCAAATCCATGGTGGTGGAGTTGATGGTGTTAACTGGAGTCTTCAACATAAGCGACTTCGTTCCAGCTCTTGAGTGGCTTGATTTACAGGGTGTAGCTGCGAAAATGAAGAAACTGCATAAACGATTTGATTCTTTCTTGACCAACATGCTGGAGGAACACAAGATCAATGCCGGTAATAGTGCCAGTACCGGGAAGCATGCTGATCTGCTTAGTACGTTGATTTCTCCGATGGAAAATGGCGATGGCGACGGAGAAAAGCTCACTGACACTGAGATCAAAGCACTTCTTCTGAACATGTTCAGCGCCGGGACCGACACGTCGTCAAGCACAGTAGAGTGGGCGATTGCGGAGCTCATACGTCACCCAGATATTCTATCACGGGTCCAACAAGAGCTTGACCAAATCGTGGGCCGTAACCGTCACGTATCCGAGCTTGATCTCCCCAACCTCACCTACTTCCAAGCCGTGATCAAGGAAACCTTCCGGCTCCACCCATCCACGCCGTTATCTCTGCCAAGGATCGCCGCCGAGGAGTGCGAGATCAACGGCTACCACATCCCAAAAGGCTCCATTCTGCTGGTCAACGTATGGGCTATTGCTCGTGACCCGGATGTATGGGTCGATCCGTTAGTTTTCCGGCCGGAAAGATTCTTACCGGGAGGCGAAAAGCCGCACGTTGATGTTAAGGGAAATGACTTCGAGATCATCCCGTTCGGTGCTGGTAGGAGGATATGTGTTGGACTGAGCCTTGGGCTTCGTATGGTTCAGCTGTTAACAGCAACTCTGGTCCATGCGTTTGATTTTAAGTTGGCCGATGGGTTGTCGCCGGAGAAAATGAACATGGAGGAAGCTTATGGAGTCACCCTGCAACGCGCCGAGCCCCTATTGGTTCATCCCCAACCAAGGTTACCCTCAAATCTGATGTAA

	>TN01G002511.1 TNF3'H3

	ATGTCTTCTTTCATTTTATATTTCCTGCTATTTATCATCTCAGTTTTTTTCCTCCTCCAACTACGCAGCTTCGTGACCCGTCGACGACACAGGCTACCCCCGGGGCCGAAGCCATGGCCGATTGTCGGGAACCTGCCTCACTTGGGTCCTGTGCCTCACCACTCCATAGATGCACTGGCGAGAAAGCACGGACCTCTCATGCACCTACGTCTGGGATTCGTGGACGTGGTTGTGGCAGCGTCGGCATCCGTGGCAACTCAGTTCTTGAAGGTCCATGATGCCAACTTCTCTAGCCGGCCACCCAACTCCGGTGCCAAGCATATTGCTTATAATTACCGGGATCTGGTGTTCGCTCCATATGGCCCCAGGTGGCGCATGCTTAGGAAGATATGCTCCGTGCATCTCTTCTCCGGGAGGGCTTTGGATGACTTTAGACACATCCGGGAGGAAGAAGTGGCAATACTTACGCGAGCTTTGGCCAGTACTGGAGGACAGAAGCCAGTGAGATTGGACCAATTGCTGAACGTGTGTGTAACCAATGCCCTAGGGCGTGTGCTGGTGGGTAGGAGGGTGTTCGGCGACGGTAGCGGTGGAGGTGACCCTCAGGCGGATGATTTCAAATCCATGGTGGTGGAGATGATGGTGTTGGCTGGAGTCTTCAACATAAGCGACTTCGTTCCAGCTCTTGAGTGGCTTGATTTACAGGGTGTAGCTGCTAAAATGAAGAAACTCCATAAGCGATTTGATGCTTTCTTGACCAACATCCTGGAGGAACACAAGATCAACGCCGGTAATAGTGCCACCGGAAAGCATGCTGATATGCTTAGTACGTTGATTTCTCTGATGGAAAATGGCGATGGTGACGGAGAAAAGCTCACTGACACTGAGATCAAAGCACTTCTTCTGAATATGTTTAGCGCTGGGACCGACACGTCGTCAAGCACAGTAGAGTGGGCGATTGCGGAGCTCATACGTCACCCAGATATTCTATCACGGGTCCAACAAGAGCTTGACCAAATCGTGGGCCGTAACCGTCACGTGTCCGAGCTTGATCTCCCCAACCTCACCTACTTCCAAGCCGTGATCAAGGAAACCTTCCGGCTCCACCCATCCACGCCGTTATCTCTGCCAAGGATCGCCGCCGAGGAGTGCGAGATCAACGGCTACCACATCCCCAAAGGCTCCACTCTGCTGGTCAACGTATGGGCCATTGCACGTGACCGGGATGTATGGGTCGATCCGTTAGTTTTCCGGCCGGAAAGATTCTTACCGGGAGGCGAAAAGCCGCACGCTGATGTTAAGGGAAATGACTTCGAGATCATCCCGTTCGGTGCTGGTAGGAGGATATGTGTTGGACTGAGCCTTGGGCTTCGTATGGTTCAGCTGTTAACAGCAACTCTGGTCCATGCGTTTGATTTTGAGTTGGCCGATGGGTTGTTGCCGGAGAAAATGAACATGGAGGAAGCTTATGGACTCACCCTGCAACGCGCCGAGCCCTTACTGGTTCATCCCAAACCAAGGTTACCCTCAAATCTGATGTAA

	>TN08G0024320.1 TNF3'5'H1

	ATGGCCATAGAGGCAGTGGTTCTCCGGGATCTCACCACGGCAACGATCCTCTTCCTCATCACCCACCTTTTTGTCCGGTTGCTCATCAAGAAGTATTCACGGCCTCTGCCTCCAGGTCCCAGAGGGTGGCCGATTGTAGGTGCTCTTCCTCTACTAGGAACCTTGCCGCATGTTACGTTGGCCCGAATGGCCAAAGAGTATGGTCCTGTCATGTACCTGAAAATGGGTAGTCGTAACATGGTGGTAGCCTCCACCCCAGATGCCGCCACAGCTTTCCTCAAAACTCTGGACCGTAACTTCACAAACCGATCAGCAAATGCAGCCATAAACCTCATGTCCTATGGTACACGAGACTTGGCCTTTGCAGATTACGGGCCAAAATGGAAACTGCTGCGCAAATTAAGTAACCTGCACATACTGGGTGGCAAAGCTTTGGAGAACTGGGCTCATGTCCGTGCAACCGAGCTTGGGCTGATGGTCCAAGCCATGTGCGAGGCTGGTCGAGGAAATAAGCCCGTGGTAGTGCCAGAGATGCTGAGTTATGCCATGGCAAACATCATGGGCCAAGTAACTCTTAGCCGTCGTGTATTTGTTACCCAAGGTGAAGAATCTAATGAGTTCAAGGACATGGTGGTTGAGATCATGACAACGTCAGGATACTTCAATATCGGTGATTTTATACCTTCCATTGCGTGGATGGATCTGCAAGGTATTGAAAGTGGCATGAAGAAACTACATAAAAGGTTTGATGTGTTGTTGATAAAAATGTTGGACGAGCATATGGCAACGACTCATGAACGCAAGGGAAATCCAGATTTTCTGGACTTTGTCATGGCTGAGGTTAACCAAGAAACCCCCATTGACGAAGGACTTGATATCACTAACGTCAAAGCTCTCCTTCTGTTAATGAACTTGTTTACTGCGGGCACGGACACCTCCTCAAGCGCAATAGAATGGGGACTAGCTGAGATGTTGAAGAACCCTTCTACACTGAAAAGAGCTCACGAAGAAATGGATCAGGGCATTGGCAGGAACCGGCGACTGGAGGAATCCGACATACCAAAACTCCCATACTTGCAAGCCATATGCAAGGAAACATTCAGAAAACACCCATCAGCACCCTTAAACCTACCCAGGATAGCACTAGAAGCATGTGAAGTGAACGGCTACTACATCCCCAAAGGCACTAGAGTTAACACCAATACTTGGGCGATAGGAAGGAACCCTGATGTCTGGGAAAGCCCACTAAACTTCACCCCAGAAAGATTTTTAACAGAGAAAAATGCTAAAATCGATCCACGAGGAAACAACTTCGAGTTGATTCCATTCGGAGCCGGTAGAAGAATCTGTGCCGGGACTAGAATGGGAATCGTGATGGTGGAGTACATTCTGGGAACATTGGTGCACTCATTTGACTGGAAATTGCCAGATGGTGTCGAGCTCAACATGGACGAGTCCTTTGGACTTGCATTGCAGAAGGCCGTGCCACTTTCTGCCATGGTTATCCCTCGCCTATCGCCCGGTGCCTACAATGTATAG

	>TN08G0024322.1 TNF3'5'H2

	ATGGCAATGGATATGTTACTTATGCGGGAGCTCACAGTGGCGGCTCTTCTCTTTCTTATCACCCATCTTTCTCTGCGTTTTCTCCTCGGAAAGCCCTCACGTCCTCTGCCACCAGGTCCCCGAGGGTGGCCGATCGTTGGTGCTCTTCCTCTACTAGGAGCCTTGCCACACATCGCGTTGGCCAAAATGGCCAAGAAGTACGGTCCTGTCATGTACCTGAAAATGGGTACTTGTAATATGGTGGTAGCCTCCACCCCGGATTCTGCCAGAGCGTTCCTCAAAACATTGGACTTGAACTTCTCAAACCGCCCTCCAAATGCCGGTGCAACTCACTTGGCATATGGTGCACAAGACATGGTCTTTGCAGATTACGGGTCAAGATGGAAACTGCTGCGGAAATTAAGTAACCTGCACATGCTGGGTGGCAAAGCTTTGGAAAACTGGGCTCATGTCCGTGCAACCGAGCTTGGGCTGATGGTCCAAGCGATGTGCGAGGCTAGTCGAGGAAATAAGCCCGTGGCGGTGCCGGAGATGTTGAGTTATGCCATGGCAAACATGATCGGACAAGTAATGCTTAGCCGTCGTGTGTTTGTCACACACGGTAAAGAATCGAACGAGTTCAAGGACATGGTGGTGGAGCTCATGACAACAGCAGGATACTTCAATATCGGTGATTTTATACCTTCCATTGCGTGGATGGATCTGCAAGGTATTGAAGGTGGCATGAAGAAACTACATAAAAAGTTTGATGTGTTGCTGACAAAAATGTTGGGTGAGCATATGGCCACGACTCATGAACGCAAGGGAAATCCAGATTTTCTGGACTTTATCATGGCTGAGGTTAACCAAGAAACCCCCAATGACGAAGGACTTAATATCACTAACGTCAAAGCTCTCCTTCTGAACTTGTTTACTGCGGGCACAGACACCTCCTCAAGCGCAGTTGAATGGGGACTAGCTGAGATGTTGAAGAACCCTTCTATACTGAAACGAGCTCACGAAGAAATGGATCAGGTCATTGGCCGGAACCGGCGACTGGAGGAATCCGACATACCAAAACTCCCGTACTTGCAAGCCATATGCAAGGAAACATTCAGAAAACACCCATCAACACCCTTAAACCTACCCAGGATCGCAATAGAAGCATGTGAAGTGAACGGCTACTACATCCCCAAAGACGCTAGACTGAGCGTCAACATTTGGGCGATAGGAAGGGACCCTGATGTGTGGGAAAACCCACTAGACTTCACCCCAGAAAGATTTTTAACAGAGAAAAATGCTAAAATCGATCCACGAGGAAACAACTTTGAGCTGATTCCATTCGGAGCCGGTAGAAGAATCTGTGCCGGGACTAGAATGGGAATCGTGATGGTGGAGTACATTCTGGGAACATTGGTGCACTCTTTTGACTGGAAATTGCCAGATGGTGTCGAGCTTAACATGGACGAGTCCTTTGGACTTGCATTGCAGAAGGCTGTGCCACTTTCTGCTATGGTTATCCCTCGGCTATCACCCAGTGCTTACAACTCCTAG

	>TN08G0024323.1 TNF3'5'H3

	ATGGCCATAGAGGCAGTGGTTCTCCGGGATCTCACCACGGCAACGATCCTCTTCCTTATCACCCGCCTTTTGGTTGGCTTGCTCCTGAAGAAATATTCGCGGCCTCTGCCTCCAGGTCCCAAAGGGTGGCCGATTGTAGGTGCTCTTCCTCTACTAGGAACCTTGCCGCATGTTACGTTGGCCCGAATGGCCAAAGAGTATGGTCCTGTCATGCACCTGAAAATGGGTAGTCGTAACATGGTGGTAGCCTCCACCCCAGATGCCGCCAGAGCTTTCCTCAAAACTCTGGACCGTAACTTCACAAACCGATCTGCAAATTCAGCCATAACCCTCCTGTCCTATGGTGTTCAAGACATGGTCTTTGCAGATTATGGACCGAGATGGAAACTGCTGCGTGGGCTGAGTACCGTTCACATGTTGGGCGGCAAAGCTATGGAGAACTGGGCTCATGCCCGTGCAGCTGAGATTGGTCTGATGCTCCAAGCCATTTGCGAGGCTAGTCGAAACAATAAGCCCGTGGTGGTGCCAGAGATGCTGAGTTACGTCATAGCAAACATCATAGGCCGAGTAACTCTTAGCCGTCGTGTGTTTGCCACCCAAGGTGAAGAATCGAACGAGTTCAAGGACATGGTGGTGGAGCTCATGACAATAGCAGGATACCTCAATATCGGTGATTTTATACCTTCCATTGCGTGGATGGATTTGCAAGGGATTGAAAGGTGCACGAAGAAACTACAAAAAAGGTATGATGTGCTATGGACAAAAATGTTGGATGAGCATATGGCAACGAGTCGTGAACGCAAGGGAAATCCAGATTTTCTGGACTCTGTCATGGCTGAGGTTAACCAAGAAACCTCCAATGACGAAGGACTTAATATCACTAACGTCAAAGCTCTCCTTCTGAACTTGTTTACTGCGGGCACAGACACCTCCTCAAGCGTAGTTGAATGGGGACTAGCTGAGATGTTGAAGAACCCTTCTATACTGAAACGAGCTCACGAAGAAATGGATCAGGTCATTGGCCGGAACCGGTTACTGGAGGAATCGGACTTACCAAAACTCCCATACTTGCAAGCCATATGCAAGGAAACATTAAGAAAACACCCATCAACACCCTTAAACGTACCCAGGATTGCAACAGAAGCATGTGAAGTGAACGGCTACTACATCCCCAAAGATACCATACTCAGTGTCAACATTTGGGCGATTGGAAGGGACCCCGATGTGTGGGAAAACCCTCTAGACTTCACCCCAGAAAGATTTTTAACTGAGAAAAATGCCAAAATCGATCCACAGGGAAACCACTTTGAGTTGATTCCATTCGGAGCCGGTAGAAGAATCTGTGCGGGGACTAAAATGGGAATTTTGATGGTGGAGTATATTATGGGAACATTGGTGCACTCTTTCGACTGGAAATTGCCCGACGGTGTCGAGCTTAACATGGACGAGTCCTTTGGGCTTACATTGCAGAAGGCCGTGCCACTTTCTGCCATGGTTGTCCCTCGCCTTTCGCCCGGTGCCTACAACTTCCAGAGCGTTTAG

	>TN01G005618.1 TNDFR1

	ATGGGTTCGGAAGCCGAAACCGTTTGCGTGACCGGTGCTTCCGGTTTCATTGGATCATGGCTCGTAATGAGACTTCTAGAGCAGGGTTATAAGGTTCGAGCGACTGTGCGTGACCCGAACAACGTAAAGAAGGTGAAACATCTACTAGATTTGCCAAAAAGTGAAACTCATCTCACCCTGTGGAAAGCCGACCTCTCTGTAAAGGGAAGTTTTGATGAGCCGATTCAGGGCTGCACTGGTGTGTTCCATGTCGCCACTCCAATGGACTTTGAGTCCGAGGACCCGGAGAATGAGGTGATAAAGCCAACGGTGGATGGAATACTGGACATCATGAAAGCTTGTGCCACGGCAAAAACTATTAGGAGGGTGGTATTCACATCATCTGCAGGAACTGTAGATGTTGAAGAACACAGAAGACCGGTTTACGATGAAAGCTGCTGGTCTGATTTGGAGTTCGTTCGATCCACAAAGATGACAGGATGGATGTACTTCGTCTCCAAGACTCTGGCGGAGCAAGCAGCATGGCAGTTCGCCAGAGAAAATAACATTGACCTCATCACTATCATACCAACTCTGGTGGTAGGCCCATTTATCATGCAATCTATGCCGCCTAGCCTGATAACAGCACTCTCCCTCATCACTGGAAATGAAGCTCATTATGGAATCCTAAAGCAAGGCCATTACGTTCACCTGGATGACCTCTGCAATGCTCATATATTTTTGTTCGAGAATCCAAAAGCCGAGGGCCGATACATTTGCTCATCGCACGATGCCGACATTTATGAACTTGCAGAGTTGCTGAGGAAAAGATACCCCGAATACACTATTCCTTCTAAGTTCAAAGACATAGATGCCGAGAATTTGACCCCTGTCGGTTTCTCTTCCAAAAAGCTCAAGGACTTGGGCTTTCAGTACAAGTACACCTTGGAGGATATGTTTACTGAAGCTGTAGAAACATGCTGGGCCAAGGGATTGCTTCCTGTTCCTCCTCAGCTTCTGGTTTCCAAAGAAAATCAAGCAGCTTAG

	>TN01G005661.1 TNDFR2

	ATGGGTTCAGAAGCCGAAACCGTTTGCGTGACCGGTGCTTCCGGTTTCATTGGATCATGGCTCGTAATGAGACTTCTAGAGCAGGGTTATAAGGTTCGAGCGACTGTGCGTGACCCGATCGAACTTTATAGTCATCATAGTCATATTTATGAACTATGCTATACAAAACCAGTGAAGACCTGTTATCTGTCTCACTGTTTTACAGACAACGTAAAGAAGGTGAAACATCTACTAGATTTGCCAAAAAGTGAAACTCATCTCACCCTGTGGAAAGCCGACCTCTCTGTAAAGGGAAGTTTTGATGAGCCGATTCAGGGCTGCACTGGTGTGTTCCATGTCGCCACTCCAATGGACTTCGAGTCCGAGGACCCGGAGAATGAGGTGATAAAGCCAACGGTGGATGGAATACTGGACATCATGAAAGCTTGTGCCGTGGCAAAAACTATTAGGAGGGTGGTATTCACATCATCTGCAGGAACTGTAGATGTTGAAGAACACAGAAGACCGGTTTACGATGAAAGCTGCTGGTCTGATTTGGAGTTCGTTCGATCCACAAAGATGACAGGATGGATGTACTTTGTCTCCAAGACTCAGGCGGAGCAAGCAGCATGGCAGTTCGCCAGAGAAAATAACATTGACCTCATCACTATCATACCAACTCTGGTGGTTGGCCCATTTATCATGCAATCTATGCCGCCTAGCCTGATAACAGCACTCTCCCTCATCACTGGAAATGAAGCTCATTATGGAATCCTAAAGCAAGGCCATTACGTTCACTTGGATGACCTCTGCAATGCTCATATATTTTTGTTCGAGAATCCAAAAGCCGAGGGCCGATACATTTGCTCATCGCACGATGCCGACATTTATGAACTTGCAGAGTTGCTGAGGAAAAGATACCCCGAATACACTATTCCTTCTAAGTTCAAAGACATAGATGCCGAGAATTTGACCCCTGTCGGTTTCTCTTCCAAAAAGCTCAAGGACTTGGGCTTTCAGTACAAGTACACCTTGGAGGATATGTTTACTGAAGCTGTAGAAACATGCTGGGCCAAGGGATTGCTTCCTGTTCCTCCTCAGCTTCTGGTTTCCAAAGAAAATCAAGCAGCTTAG

	>TN01G006425.1 TNDFR3

	ATGGAAGAAGCTAAAGGCGTGGTGTGTGTCACTGGTGGTACTGGGTTTCAAGCATCATGGCTCATCAAGAGACTTCTTGAAAGAGGCTACACCGTTAGAACCACCATTAGACCAGACCCAGAAAGGAAGAGGGACATTAGCTACCTCACAGACCTACCTGGAGCAGCCGAGAGGCTCAAAATCTTTTATGCAGACCTTGGCGAACCAGACAGCTTCAACGAGGCCATTGAAGGATGCAACGGTGTCTTTCATCTTGCATTTCCCATTGATCTTGCTGGAAAAGAACCAGAAGAAGTGATGACCAAAAGAGCCCTGGAAGGAACTCTAGGAATCCTGAAAGCATGCCTGAACTCAAAGACGGTAAAGAGAGTTGTCTACGAGTCGAGCCAAGCTGCAGTTATGTTCACTGGCAAAGAGGAAGAAGTGGTGGATGAGAATGCATGGAGCGACATAGATTACTACAGAAGCTTGAATCGTTACGGCACTCCATATTTGGTTGCCAAGACAACTACAAGCAAGGCAGCCGTCGAATTTGCTGCAAGCAATGGATTGGATCTGGTGGTGTTGACTGCTTCCTTCGTTGTCGGTCCATTCCTGTGTCCACGCATCCCTGAGTCAGTTTACATGGCACTTGCTATGATATTTGGTAACGAGGACATGTACGCTCTCTTCATAAAAGGAAATTTCGTACACACAGATGATGTTGCCAGGGCATTCATATTTCTCTACGAGAATCCTGATGCCAAAGGGAAGTACCTCTGTTCATCAGCAGAAATAACACTCGATGAGATGTCTGATTTACTCTCTGCCAGATACCCGGATTACAAGATTCCTACAAAAGATTCGTTGAAGGATGTCCAAGGTTTTAAACTACCAAGCCTCTCAGCGAAGAAGTTACTGGACAGTGGCTTCCACTTTAAGTATGGTATAGGAGACATGTTTGATGATGCTATCAAATCCTGCAAAGAAAAGGGGTTTCTTTAA

	>TN01G006426.1 TNDFR4

	ATGGAAGGAGAAAAGGGCACAGTATGTGTCACCGGCGGCACTGGTTTCTTGGCTTCATGGTTGATCAAGGTCCTCCTCGAAGATGGGTACGCTGTTCACACCACTGTCAGACCCGACCCAGAGCATAAGATCAGGGATGTCAGCTTTCTGACAAATTTACCAGGAGCATCTGAGAAACTCAAAATCTTTGAAGCAGACCTTAGCGTCCCCGACAGTTTCGATGAGGCTATTAAAGGATGCACTGGTGTCTTCCACGTAGCCACTCCTGTCGATTTTGTGAACAAAGAACCTGAGCCAGTAGTTACCAAAAGATCAATTGAGGGAACGTTGGGCATCTTGAAGGCTTGCCTGAATTCCCAGACGGTCAAGCGAGTAGTATACACTTCTAGTGCATCGACGGTGGTGATCAATGAAAGCGATGTGGAGGTCATGGATGAGAGTTTCTGGACTGATGTGGATTACGTTAAAGCGGAAGGAATAGGTGGTTCTTACTTCATCTCCAAGACCTTAACAGAGAAGAAAGCTCTTGAATTTGCAGAGGAGCATGGACTGGAACTTGTCACATTAATACCTACTTTCATTATTGGTCCTTTCATTTGCCCAAAGCTCCCTGGCTCAGTACATACATCCTTGGCCATGGTTCTAGGCGCGACAGATCAATACGGTGCTCTTCTGGATGTATCGATGGTGCATACTGATGATGTGGCCAGGGCACATATTTTCCTGCTGGAGTATCCTGATGCAAAAGGAAGGTACATCTGTTCGTCAGGCAGAATGACATTTGAAGATATGTCCAAGTTTCTTTCCTCCAAATACCCTGAGTTTCCAATACCCAGTGTGGAGTCTCTGAAGGATGTGAAAGGCCAGAAATACCATGGAGTTACGTCGAAGAAATTACTGGATTCTGGTTTCAGGTTTAAATATGGAATTGATGAAATGTTTGATGATGCAATTCAATGTTGTAAAGAGAAAGGTTTCCTCTAG

	>TN02G007742.1 TNDFR5

	ATGGAAAAGAAAGCATGTGTGATCGGTGGCACTGGGTTCGTGGCATCTTTGCTGGTGAAGTTGTTGCTTGAGAAGGGCTATGCAGTAAATACCACAGTCAGGAGCCCAGAAAATCAGAAAAAGATCTCTCACCTTGTGGCACTGCGAGATATGGGTGACCTAAAGCTCTATGAAGCAGATTTGACCAAGGAAGAAAGTTTCCTTCCTCCCTTTGAAGGTTGTGACCTTGTCTTCCATGTTGCTACTCCAGTTAATTTTGCTTCTGAGGATCCGGAGAATGACATGATCAAGCCAGCAATCCAGGGAGTGCACAATGTTCTGAAAGCCTGCGCGAGAGCAAAAACGGTTAGAAGGGTCATCTTAACATCCTCTGCTGCGGCTGTTACAATCAACAAGCTTAACGGGACTGGTCTGATCATGGACGAGAAGAACTGGACAGATGTTGATTTCTTAACCTCTGAGAAACCGCCCACTTGGGGATACCCTGCCTCCAAGACATTGGCTGAGAAGGCAGCTTGGAAATATGCGCAAGAATGTAATATTGATCTCATCACCGTCGTCCCCACCCTGATGGCGGGCCCTTCTCTCACCCCGGATATTCCCAGCAGTGTAAAGCTAGCGATGTCATTGATCACAGGGAATGAATTCCTCATAAACGCTTTGAAAGGCATGCAAATGCTGTCAGGCTCTATCTCAATCACACATGTGGAGGATGTTTGTCGTGCCCATATCTTTCTAGCCGAGTCAGAATCGGCTTCTGGTCGTTACATATGCTCTGCCGCAAATACCAGTGTCCCTGAGCTTGCCAAGTTCCTGAAAGAAAGATATCCTCAGTTTGAAGTCCCAACCGAGTTCAAGGATTTCCCTTCCAAAGCAAAGCTGATCGTCTCTTCAAAGAAACTTATCAGTGAGGGTTTCAGTTTCAAGTATGGGATTGAAGAGGTCTATGACCAAACCGTGGAATTCTTCAAGGCTAATGGGGTGTTGGTTTGA

	>TN09G0026349.1 TNDFR6

	ATGAACGGAGAGAAAGCTCCTATTCCTAGATATTGTGTTACTGGAGCCAATGGCTATATAGGGTCATGGTTGGTGAAGGTTCTGCTTGAGAAAGGCTACATGGTTCATGCCACGGTCCGTGATCCTGCGAAGCCATTGCATCTGGTGTCACTGTGGGCGGGGGAAGATCGACTGAGATTGTTCAAAGCTGATTTAAAAGAAGAAGGTAGTTTTGACAAGGCTGTAGAGGGCTGCGATGGCGTTTTTCATGTTGCAGCTTCAATGGAATTCAGCGCTGCTGGTAATGAGAATATTGAGAATTATGTTCAGTCAAATATCATTGATCCTGCAATCAGAGGAACGTTTAACCTTCTCAAATCCTGCTCGAAATCGAAATCAGTAAAAAAGGTTGTTTTCACTTCCTCCATAAGCACCCTGACTGCCAAAGACAGCACCGGAAAATGGAGAAAAGTAACAGATGAAACTTGCCAGACTCCGGTCAGTCATGTCTGGAAGACAAAAGCAAGTGGATGGGTATATGCACTCTCGAAGCTTTTAGCAGAGGAAGCAGCTTTCCAGTACGCTAATGAGAATGGCATAAATCTCGTTTCAGTAATAACAACAACCGTTGCTGGTCCATTCCTCACATCAACCGTTCCATCAAGTGTTCAAGTACTCTTGTCTCCAATAACAGGTGACTCCAAGTTCTTTTCGATACTATCAGCAGTCAATTATAGAATGGGCTCGATCGCTTTAGTTCACATCGAAGATATATGTGATGCGCACATATTCCTGATGGAGCATAACAGAGCAAAAGGTCGATACATATGCTGTGCTGATAGCTTGCTGATCCCTCAATTGGTTGATTATCTTGCTGAAATTTATCCTTGCTCAAATGTCGTCCAAAGTTTTGCAGAGGAAGAACAGGGTTCCATACCTTCAGAGATTTCGTCCAAGGCGTTAAGGGACTTGGGTTTCAAGTACAAGCATGGCATCAAGCAAATAATTCGAGATGCTGTTGTCGGCTCTGTGAACTACGGCATTCTACCACCCATTGGAACCAATGCCTGTAGACTAAGCTATGGTGTAAACTTCAGGAAATAA

	>TN01G001585.1 TNANS1

	ATGAGTCGCTCGCAGAGTTGGCCTGAACCTGTGGTTAGAGTCCAATCTTTGTCAGAAAGTGGCATTAGCTCCATCCCAAAGCGGTATGTGAAGCCAAAACCTCACAGGCCAATGTTGAAGAATGCCTGTGCCGATGATGAGACGGAGGTCAACATTCCTTTCATTGATCTCCAGGACGTGTTCTCACAAAACGAAGGCCTCCGCAAAGAGATGTCGGCTCGCGTCTACGGTGCATGCCGCGAGTGGGGGTTCTTTCAGCTCGTGAACCACGGTGTGAGCCATGAGCTCATGCAAAACATGCGCGAGGTGTGGAGGGAGTTCTTTAACCTGCCACTGGAAGTGAAGCAGGAGTATGCAAACACACCTGTTACGTACGAGGGATATGGTAGCCGGTTGGGAGTGGAGAAGGAAGCATTGCTTGACTGGAGTGATTATTTCTTTCTTAATTTGTTGCCTGTTTCGCTGAGTGACGAGAGCAAGTGGCCTGAGATCCCATCAACATGCAGAGAAATAGTGGCCGAATACGGCAGGGAAGTGGTTAAACTTGGTGGAAAATTGATGAAGGCATTGTCTGTGAACCTTGGTCTGAAGGAGGACTACCTGCTAAACGCCTTTGGTGGAGAGAACAACGTTGGTGCGTGTTTGAGGGTGAACTTTTACCCAAAGTGTCCCCAACCAGACCTTACGTTAGGTCTGTCTCCACACTCTGATCCTGGTGGTTTAACCATTCTCCTGCCAGATGAAAACGTGGCTGGACTACAGGTCCGCAGAGGAGAGACTTGGGTTACAATTAAACCCTCAGCAAATGCCTTCATAGTCAACATTGGGGACCAGATTAAGGTGCTTAGCAATGGTATTTACCAGAGTGTGGAGCACAGGGTCATTGTGAATTCTGACAAGGATCGCGTCTCACTTGCCCTCTTCTATAACCCCAAGAGTGACTTGGCCATTGCACCTTCTGGTGACCTTGTCACAGACGAACGCCCTGCTCTCTGTGCACCCATGACTTTCGACGAGTACAGAATGCACGTTAGGACAAAGGGTGTTTCTAAGAAGCAAAATGTTGAGTCTTCACAACACTCTTGCTGA

	>TN04G0013295.1 TNANS3

	ATGGCGACCATGGCAGTGCCTTCGAGGGTTGAGAGCTTGGCTGGTAGCGGGATTGATTCAATCCCGAAAGAGTATATCCGCCCCCAGGAAGAGCTGACAAGCATTGGGAATGTCTTTGAAGAAGAGCAGAAAACAGAAGGGCCTCAGGTTCCAGTCATTGACTTGAAGGAAGTGAACTCTGAGGACAGAAAAGTCCGCGAGGAATGCCGTGAAAAGCTGATTGAAGCAGCTAAGGATTGGGGTGTGATGCACCTTGTTAACCATGGAATTCCTGATGACCTCATAGCTCGTGTCAGGAATGCTGGAGAGGCCTTCTTCAATCTTTCTGTGGAGGAGAAAGAAAAGTATGCTAATGATCAAGCGTCGGGGAAGATTCAAGGGTATGGAAGCAAGCTAGCTAATAATGCTAGTGGCCAGCTCGAGTGGGAGGACTACTTCTTCCACCTTGTTTATCCTGAGGACAAGCGTGACTTGTCCATTTGGCCCAAGACACCAAGTGATTACATAGATGTTACGAGCAAGTATGCAAGGCAACTGAGAGGTCTAGCAACCACAGTTTTGTCAGTGCTGTCGCTTGGACTGGGATTGGAAGAATGGAGGCTGGAAAAAGAGGTTGGAGGTCTCGAAGAGCTCCTCCTCCAAATGAAGATCAATTACTATCCCAAATGCCCGCAGCCAGAACTAGCACTGGGCGTTGAAGCTCACACTGATGTAAGTTCACTCACTTTTATCATCCACAACATGGTTCCGGGCCTGCAGCTTTTCTATCAAGGCAAGTGGGTGACTGCCAAATGTGTTCCAAACTCCATAATTATGCACATTGGCGACACTGTTGAGATCCTGAGCAATGGCAAGTACAAGAGTATCCTTCACAGAGGACTTGTTAACAAGGAAAAGGTAAGGATTTCATGGGCTGTTTTCTGCGAGCCACCAAAGGAGAAGATCATTCTAAAGCCACTTCCAGAGGTCGTGACTGAGGCAGAGCCAGCATTGTTCCCTCCTCGCACCTTTGCTCAGCATATTCAACACAAGCTTTTCAGGAAGGCCCAAGATGACGAAGTCCCCAAATGA

	>TN04G0013296.1 TNANS4

	ATGGCAGTGGCTTCGAGGGTTGAGAGCTTGGCTGGTAGCGGGATTGATTCAATCCCGAAAGAGTATATCCGCCCCCAGGAAGAGCTGACAAGCATTGGGAATGTCTTTGAAGAAGAGCAGAAAACAGAAGGGCCTCAGGTTCCAGTCATTGACTTGAAGGAAGTGAACTCTGAGGACAGAAAAGTCCGCGAGGAATGCCGTGAAAAGCTGATTGAAGCAGCTAAGGATTGGGGTGTGATGCACCTTGTTAACCATGGAATTCCTGATGACCTCATAGCTCGTGTCAGGAATGCTGGAGAGGCCTTCTTCAATCTTTCTGTGGAGGAGAAAGAAAAGTCTGCTAATGATCAAGCGTCGGGGAATATTCAAGGGTATGGAAGCAAACTGGCTAATAATGCTAGTGGGCAGCTCGAGTGGTCGGACTACTTCTTCCACCTTGTTTATCCTGAGGACAAGCGTGACTTGTCCATTTGGCCCAAGACACCAAGCGACTACATAGATGTTACGATCAAGTATGCAAGGCAACTGAGAGGTCTAGCAACCACAGTTTTGTCAGTGCTGTCGCTTGGACTGGGATTGGAAGAATGGATGCTGGAAAAAGAGGTTGGAGGCCTCGAAGAGCTCCTCCTCCAAATGAAGATCAATTACTATCCCAAATGCCCTCAGCCAGAACTAGCACTGGGCGTTGAAGCTCACACTGATGTAAGTTCACTCACTTTTATCATCCACAACATGGTTCCGGGCCTGCAGCTTTTCTATCAAGGCAAGTGGGTGACTGCCAAATGTGTTCCAAACTCCATAATTATGCACATTGGCGACACTGTTGAGATCCTGAGCAATGGCAAGTACAAGAGTATCCTTCACAGAGGACTTGTTAACAAGGAAAATGTAAGGATTTCATGGGCTGTTTTCTGCGAGCCACCAAAGGAGAAGATCATTCTAAAGCCACTTCCAGAGGTCGTGACTGAGGCAGAGCCAGCATTGTTCCCTCCTCGCACCTTTGCTCAGCATATTCAACACAAGCTTTTCAGGAAGGCCCAAGATGACGAAGTCCCCAAATGA

	>TN04G0013297.1 TNANS5

	ATGGCGACCATGGCAGTGGCTTCGAGGGTTGAGAGCTTGGCTGGTAGCGGGATTGATTCAATCCCGAAAGAGTATATCCGCCCCCAGGAAGAGCTGACAAGCATTGGGAATGTCTTTGAAGAAGAGCAGAAAAAAGAAGGGCCTCAGGTTCCAGTCATTGACTTGAAGGAAGTGAACTCTGAGGACAGAAAAGTCCGCGAGGAATGCCGTGAAAAGCTGATTGAAGCAGCTAAGGATTGGGGTGTGATGCACCTTGTTAACCATGGAATTCCTGATGACCTCATAGCTCGTGTCAGGAATGCTGGAGAGGCCTTCTTCAATCTTTCTGTGGAGGAGAAAGAAAAGTATGCTAATGATCAAGCGTCGGGGAAGATTCAAGGGTATGGAAGCAAGCTGGCTAATAATGCTAGTGGCCAGCTCGAGTGGGAGGACTACTTCTTCCACCTTGTTTATCCTGAGGACAAGCGTGACTTGTCCATTTGGCCCAAGACACCAAGTGATTACATAGATGTTACGAGCAAGTATGCAAGGCAACTGAGAGGTCTAGCAACCACAGTTTTGTCAGTGCTGTCGCTTGGACTGGGATTGGAAGAATGGAGGCTGGAAAAAGAGGTTGGAGGTCTCGAAGAGCTCCTCCTCCAAATGAAGATCAATTACTATCCCAAATGCCCGCAGCCAGAACTAGCACTGGGCGTTGAAGCTCACACTGATGTAAGTTCAGTCACTTTTATCATCCACAACATGGTTCCGGGCCTGCAGCTTTTCTATCAAGGCAAGTGGGTGACTGCCAAATGTGTTCCAAACTCCATAATTATGCACATTGGCGACACTGTTGAGATCCTGAGCAATGGCAAGTACAAGAGTATCCTTCACAGAGGACTTGTTAACAAGGAAAAGGTAAGGATTTCATGGGCTGTTTTCTGCGAGCCACCAAAGGAGAAGATCATTCTAAAGCCACTTCCAGAGGTCGTGACTGAGGCAGAGCCAGCATTGTTCCCTCCTCGCACCTTTGCTCAGCATATTCAACACAAGCTTTTCAGGAAGGCCCAAGATGACGAAGTCCCCAAATGA

	>TN04G0013298.1 TNANS6

	ATGGCGACCATGGCAGTGGCTTCGAGGGTTGAGAGCTTGGCTGGTAGCGGGATTGATTCAATCCCGAAAGAGTATATCCGCCCCCAGGAAGAGCTGACAAGCATTGGGAATGTCTTTGAAGAAGAGCAGAAAACAGAAGGGCCTCAGGTTCCAGTCATTGACTTGAAGGAAGTGAACTCTGAGGACAGAAAAGTCCGCGAGGAATGCCGTGAAAAGCTGATTGAAGCAGCTAAGGATTGGGGTGTGATGCACCTTGTTAACCATGGAATTCCTGATGACCTCATAGCTCGTGTCAGGAATGCTGGAGAGGCCTTCTTCAATCTTTCTGTGGAGGAGAAAGAAAAGTCTGCTAATGATCAAGCGTCGGGGAATATTCAAGGGTATGGAAGCAAGCTGGCTAATAATGCTAGTGGGCAGCTCGAGTGGTCGGACTACTTCTTCCACCTTGTTTATCCTGAGGACAAGCGTGACTTGTCCATTTGGCCCAAGACACCAAGCGACTACATAGATGTTACGAGCAAGTATGCAAGGCAACTGAGAGGTCTAGCAACCACAGTTTTGTCAGTGCTGTCGCTTGGACTGGGATTGGAAGAATGGATGCTGGAAAAAGAGGTTGGAGGCCTCGAAGAGCTCCTCCTCCAAATGAAGATCAATTACTATCCCAAATGCCCTCAGCCAGAACTAGCACTGGGCGTTGAAGCTCACACTGATGTAAGTTCACTCACTTTTATCATCCACAACATGGTTCCGGGCCTGCAGCTTTTCTATCAAGGCAAGTGGGTGACTGCCAAATGTGTTCCAAACTCCATAATTATGCACATTGGCGACACTGTTGAGATCCTGAGCAATGGCAAGTACAAGAGTATCCTTCACAGAGGACTTGTTAACAAGGAAAAGGTAAGGATTTCATGGGCTGTTTTCTGCGAGCCACCAAAGGAGAAGATCATTCTAAAGCCACTTCCAGAGGTCGTGACTGAGGCAGAGGCAGCATTGTTCCCTCCTCGCACCTTTGCTCAGCATGTTGAACACAAGCTTTTCAGGAAGGCCCAAGATGACGAAGTCCCCAAATGA

	>TN06G0019239.1 TNANS7

	ATGAACAAGCTCCATGAGTACTGGCCTGAACCGATAGTCCGTGTTCAGTCCTTGTCCGAGAGTGGCATAGAAAAAATTCCGGACAGGTATGTCAAGCCTTTACCAGAGAGGCCGTCGATGTTTTCTGGTGGAGATGACGATATCAATATCCCTATCATTGATCTTGCTGGACTATCTGGTGATGATTCCGATCTTCATGCCACTATAATGGAGCAAATATCTGTGGCATGTCGAGAGTGGGGATTTTTCCAGGTCATTAACCATGGAATCAGCCCTGAGTTGATGGACTCCGCTCGGGAGGTATGGAGACAGTTCTTTCATTCACCTATGGAGGTAAAGCAGGCTTATGCAAACACACCAAAGACTTATGAAGGGTATGGAAGTCGGCTAGGAGTCGAAAAGGGTGCCATTCTTGACTGGGGTGACTACTATTTCCTTCACTATAGACCTTTGACATTGAAGGACCCTAAAAAATGGCCTGCCAATCCACCTAACTGCAGGGAAGTGATTGATGAGCACGGGAAGCAAGTGGTGGAGCTATGTGGAAGGTTAATGAAGGTGTTGTCTGTAAACCTAGGATTAGGAGAGCAGGATCTGCAAGATGCTTTTGGGGGTGAAAATATCGGGGCCTGTCTAAGAGTAAATTTTTATCCAAAGTGTCCACAGCCTGAACTGGTCCTGGGTCTATCATCACATTCTGATCCAGGAGGCATGACCCTTCTGTTACCAGATGATCAAGTGCCGGGTCTTCAGGTCCGCAAAGAGGGTAAATGGATCACTGTAAAGCCAGCTTCTCATGCCTTCATTGTCAACATAGGAGACCAAATCCAGGTGCTAAGCAATGCAACTTACAAGAGTGTGGAGCACAGGGTGATTGTAAACTCAGCAAAGGAGCGGGTTTCGCTCGCCTTCTTCTACAACCCAAAGAGTGATATACCCATAGAGCCATTAAAGGAGCTTGTAACACCAGACAATCCTTCACTCTACCCAACTATGACATTCGACGAATACAGACTTTTCATAAGAATGAGAGGCCCTCGAGGCAAATGCCAGGTGGAGTCACTAAAATCTCCCAGGTGA
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