Start crop Point End crop Point

1 MSA length = 7774 1

------------------------------------------------------------------------------------------------------------------ ATCTGCTAATAJJCAATTAATTTTTATTATAATGTTAAAGTTACTATATAAT - - -[ATAGATTATTAATTC- - - - - - - - - CHACATTTTTTTTT- -
GTTAATET T TBAA TG T TAAAGCA - - - - - - - - oo e e oo oo oL Lol
--------------------------------------------------------------------------------------------------------------------------------------------------------------------- ATAAATA-=-=-----TCGTTGTACCTGAGAACARTTCT------
CETAATECTETTBCCATTTTBABACATTAGAGTATATTCAAATTTTAAATAGCAGAAAATAATTGTGTGATATACTAAAATAAAT TTTTTAAAAAT TAAA - -« - - - - oot oottt f Lo ... _._._.....
--------------------------------------------------------------------------------------------------------------------------------------------------------------------- ATAAATA---------TCRBC---ACATAACABCATTTTTTTTTHT
TT-ABTATTTTTIHCAATTTTAAAGCG- - = -« -« - = - - - TAAAT TTAGEAT - - - - - - oo s m e m e oo AGTCGTCCGCTAATATC - - -AA- - - - - c e ATAARTABATEATEAATCGC -« - v e e e
-------------------------------------------------------------------------------------------------------------- AATTATCTGCTAATATCACCTAATTGTTATCGTAGTCTTCAAGTTATTCAATAAT - - -[JATAfCI8GcTTAACCGCTGT- - - - - - - - ACRTTTCTTITITH
TTTAATATEBETAATAARBT TTAAAGCGTTCTAATGTATATAAATAT TAAABAGCAAAAAATTATTTTTTGATATACTAAAATAAAT TTTTTAAAAAT TAAA - « « - - - - oot oot f Lo .o.o__.....___._.....
-------------------------------------------------------------------------------------------------------------- AATT---------TRTIAATTAATTTTTATTAAAATGCTCAAATTGTTCAATAATTTAABTRGATTACTARTTGCTGTGCATAACAAATTTTTTTTTTT
TTBAATATTTTAATAATTTTAGTABATTCTAATGCATATAATATATAARTAGCAATGTATAATGTTTCGGTTTACACAAGTAACCT TTTTACAAAT TACC - -« - = - = - -« oo oo oot f Lo __....o.__._._.....
TTTAATA-TTTAATAATT - TAAAG- - - - - TAATGTATATAAATTTTAAATAGCAAAAAATAATTTTTTAATACACTAAAACAAATATTTAAAAAATTAAA - - = - == - - - - AATTATGTGCTAAJATCAATTAATTTTTGTTATGATGTTCAAGTTATGCAATAT - - - AABAGATTATTJACCGTTGTACATAACAACATTTTTTTTTT
- - -AATA--TTAATAATT-TAAAGCATTCTAATGTGTA- - =-----=--- AGCAAAAAGCAACTTTTTGATATACTAAAATAAAT TT T T TAAAAAGTAAA - = - = & = & = & = & o oo & o o e o o o o o ot ot oo o b b o o o o e bt bt bt et e o et et e o e et ot ot ot e e e e e e e oo
---------------------------------------------------------------------------------------------------------------------------------------------------------------- ATAA=-----ATAGCTTGTTAATCGCTGT == ------ACAGTTTEARTTTT

THTAATA- - - TAATAAT - - TAAAGCATTC- ==« m s m e o e e e - N AAGTATCTGCTAATATCAATTARTTTTTATTATAATGTTCAGGTTATTCABJAATATAAATAGARTACHAATCGCTITATAGAGCAARTTTTTATTTT



L0

2000



.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_ After TEtrimmer 7774 bp
size: 7774bp; fragments: 57; full length: 0 (>=6996.6bp)
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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 ¢
size: 11047bp; fragments: 57; full length: 0 (>=9942.3bp)
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divergence to consensus (%)

size: 489bp; fragments: 34; full length: 22 (>=440.1bp)

TE: Itr_1 family 212
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After TEtrimmer ORF and PFAM domain plot
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