Start crop Point End crop Point

1 MSA length = 12062

------------------------------------------------------------------------------------ ATATTTGATTTAAATTTTTTAACATTTTAAAAAATTAAAAAATAGAATAAA.ﬁATTTITIT - -TTCACGCAT|JAA - - AAAJAAAGETGTATAATTTAA
-------------------------------------------------------------------------------------------------------------------------------------- AACBATETATTCGGT - - - - - - AATAATAAATAA- - - - - - TATAAT - - - -
------------------------------------------------------------------------------------ ATATTTGIITCGAAATACTTTAGTATTTTAGAAGATTAAAAAATATAATAAAACAAATTTATTCGATTTACGCATTAATAAAAAAA- - - - - - -THIATTTAA
------------------------------------------------------------------------------------ ATATTTGITCGAAATACTTTAGTATTTTAGAAGATTAAAAAATATAATAAAACAAATTTATTCGATTTACGCATTAATAAAAAAA———————TIATTTAA
------------------------------------------------------------------------------------ ATATTTGATTTAAATTTTTTAACATTTTAAAAAATTAAAAAATAGAATAAA.ﬁATTTITIT - -TTCACGCAT|JAA - - AAAAAAGETGTATAATTTAA
-------------------------------------------------------------------------------------------------------------------------------------- AACBBATETATTCGGT - - - - - - AATAATAAATAA- - - - - - TATAAT - - - -
------------------------------------------------------------------------------------ ATATEGTRATTTABE T TBTTTAA- -CCATAAAAAAR- ABCERE TR TABTGAA- - -« - - - - ATTT - e e oo - - - -BBAAGABTTATAAGTEGA
-------------------------------------------------------------------------------------------------------------------------------------------- TTATTTAARTT - - - TAATIR TRAAAARAA - - - - - - TAATTTG-
-------------------------------------------------------------------------------------------------------------------------------------------- ITTATTTAAITT— - —TAATITIAAAA AA------TAATTTG-
-------------------------------------------------------------------------------------------------------------------------------------- Acmmee s S ATTT e m oo e oo - - -BBAAGARTTATAABTEGA
-------------------------------------------------------------------------------------------------------------------------------------- AlAATRTTA- - - - e L CAAAAAAG------TAAT- - - -
-------------------------------------------------------------------------------------------------------------------------------------- IAIAATITTA———————————————————AAAAAAG——————TAAT————
-------------------------------------------------------------------------------------------------------------------------------------- A--e-eooe-a---ATTC cee-e------ABAAAAT- - - -AATCTAA
-------------------------------------------------------------------------------------------------------------------------------------- A----ee-eoa---ATTC cee - - --ABAAAAT- - - -AATCTAA
AAATCATATAATTTTTGTTTAAGATGTTTTAGTAAATATTCTTGGACTATCT T TTTGCGT TTGGTCATTGAAAC - = = = = = = = = & @ m @ o m @ e m e o m f e & o e m e o e f e o f ot e m o e m e o m ot e ot f e et f f ettt e m et ff et bt e m oo e o e oo o aeeoameaoemaao s
AAATCATATAATTTTTGTTTAAGATGTTTTAGTAAATATTCTTGGACTATCT T TTTGCGT TTGGTCATTGAAAC - = = = = = = = = = & m @ o f e m e o f m e f o e m e o m f e oot e m o e f e oot e ot ot m et f f et ot e et e m e oot e m o i oo e oo i eieoameaoemaao
------------------------------------------------------------------------------------ AlIGTTTGACTTAAATTTTTTGATATTTTAAAAAATTAAAAAATATAATAAAACEBIBATTTATTCGATIITABIGCATTAATAAAAA- - - - - - - - -[AGTTTAA
------------------------------------------------------------------------------------ AIGTTTGACTTAAATTTTTTGATATTTTAAAAAATTAAAAAATATAATAAAACIATTTATTCGATITAIGCATTAATAAAAA— e —IAGTTTAA
------------------------------------------------------------------------------------ A--TTHGATTTAAATTTTTAATEBCCATAAAAAABTAACBABAARBAATG - < - - - e e e e s TTT e e o e e oo oo - - AAAAGAT - TATAATTTAA
AATTAATTTAATTTTTTTTTAATATGTCTTAATAAAAATTACTAAGT TATCAT TTAGAGTCCAGTGATAAAAAT - = = = = & = & & & o e oo m e m e o e o et oo e m e o m f e oot e f o e m e o f f e ot e e e o et e f ot e e o e o et b i e m ot e e e i eoeaiemaaiaoemaa o
-------------------------------------------------------------------------------------------------------------------------------------- A-e-cnena---GTTTACGCETBAATEARTAAARAATGTGTRA - - - -
TAATCAAATAGCTTTCGTCTAGTTTTTTTCAATAGCTTATACTAAATAACCAT TTTGAT T T TAATGATAAAAAC - = - = = = & = = = oo e o s o et e o ot e f e o m f e o f e f o e m e o oot o o f f et f ot e m et e f et bt e f ot e f et m o e e oo memieoemiaoemaaea o
AATTAATTTAATTTTTTTTTAATATGTCTTAATAAAAATTACTAAGT TATCAT TTAGAGTCCAGTGATAAAAAT - = = = = & = & @ o o e o f e m e o f f et ot e f e o e o et ot e m o e f e oot ettt m et ettt ot e m et ot o et bt e e o i e i oo e o eoeoaoeeoe e
----------------------------------------------------------------------------------------------------------------------------------------------------- TTT--=-----------AAAAGAT-TATAATTTAA
GTCaa

n

------------------------------------------------------------------------------------ AT AT T GA - - - e e L LCAATTTTATTC- === - - -« - - - - -BABAAAA-GGATG - - TRGTCBAA
------------------------------------------------------------------------------------ T--TIHGATTTAAATTTTTTAATATTTGAAAAAATTAAAACAAATAAAAARACAAATTTATICGATTTACG-BTTHATAAAABAAAGATG- - TAGTTTA
------------------------------------------------------------------------------------ IT——!iGATTTAAATTTTTTAATATTTGAAAAAATTAAAACAAATAAAAAIACAAATTTATICGATTTACG—ITTIATAAAAIAAAGATG——TAGTTTAI
AAATCATATCATTTTTGTTTAATAGGATTTAATAAATATTACGAAATTGTCAT TTTGAGT TTAGTGATAAAAAC - = = = = = = = & & & m @ m s e m e o m o e f ot e o e o et e & ot e o o e f e o f ot e f ot ot e et f f et ot e m et mf et o i e et i e i e i e i aoeoameaoemaao s
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAA=- - - -« -AATTTAR
AAATCATATCATTTTTGTTTAATAGGATTTAATAAATATTACGAAATTGTCAT TTTGAGT TTAGTGATAAAAAC - = = = = = = = = & & m @ m s e m e o m o e f ot e f e o et e oot e m o e m e o f ottt ot f m et f f et ot e et ff e oot e oot e i oo mmeaoeoameaoemaao s
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAA=- - - -« -AATTTAR
------ TACAATTCTTGTTTAATATGTTTTAATAAATATTACTAAATTATCATTCTGAGT TTAGTGT TAAAAAC - - = = = = = = = = & @ & o s & m f e o f ot e f e o m f e o f ot e f o o o m e m o m ot e m e m m et et e m ot ot m et f m et f et it e m e oo e o e i eoameacemeaaeaam o

AAAICATACAATTCTTGTTTAATATGTTTTAATAAATATTACTAAATTATCATTCTGAGTTTAGTGTTAAAAAC --------------------------------------------------------------------------------------------------------------
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

size: 12062bp; fragments: 329; full length: 0 (>=10855.8bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

divergence to consensus (%)

size: 12632bp; fragments: 377; full length: 0 (>=11368.8bp)
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size: 1199bp; fragments: 60; full length: 0 (>=1079.1bp)

TE: Itr_1 family 508
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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