Start crop Point End crop Point

1 MSA length = 4764
AATATTGAAARTTTTAGATTJGAATTTC-TGTATTAAAAAATAAATAAATTTAACTTCAGTTGTATTTTACTTAGTTTGCATTTAAAGACTCGTTTTTA- - - - - - - - - - TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAATTCTC- AAAAAABAATTTAARGC - - IIGE T Tl - - ARA TGN - - - - - - AA
ARTATE------- TTGATTTGAATTTCATGTTTAAAAAAAT- - TAGATATAAATTTATTTTTATTTTATTTTATCTCTATTGTAAAAATTATTCACA- - - - - - - - - - TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAATTCTCTGA#AAA!’TTTIETGCTA - TTAG[cA
-------------------------------------------------------------------------------------------------------------- TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAATTTcTAAAACAAAAR- TTTABTA-GG -TTAGTAG
---ABTTBAALRE- - - - - - - BCABE @A THTABGEBAAAGAATABGBAGG - - - - - < -« - c o c o n Lo TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACHCCTTCTTTAAATT TT T T - - cmmmmm e e e oo ATTA- - - -
------ GAAIATT———————TGGATTT————————AGAAAAATAA—————————————————————————————————————————————————————————————————TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAA.—CTCT———ACAAA“—————————
-------------------------------------------------------------------------------------------------------------- TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAAT - -------AAAAAIM- - - - - - - - - - - - - oo oo oo - e
AATATTGAAAATTTTAGATTTGAATTTC-TGTATTAAAAAGATAAGTAAATTTAAATTTATTTTTATTTTACTTAATTTGTATTTAAAAAATTGTTTTCA- = - ---- - - TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAATTT - - - GAIRAAAAATEBAATAN - - IEE B - - ARATH-----------
GATATTGRAATBTTTAGABT TGAATEBCATIBATTAAAAGAATA- - - - AATTTAGATTTATTTTTATCTTACTTAATTTGTATATAAAAAAATGTTTTCA - = - = - = - & o - o= s oo oo f o f o f Lt Lo oL oo i
-------------------------------------------------------------------------------------------------------------- TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAAT - - - - - - - - [JAAABAAATTTAATGC- - ------CA
AABATETAATAT T TBABATETACE T TTCTBGTABGAAAABARTAA - TAAG - - - - - o c e m e 00 N TTCE- - - AABABTA - TTHABTGCGE -THAlTA
-------------------------------------------------------------------------------------------------------------- TTT A = s s e s e s e e e e e e i e e et e e e e e ec e c e e o AAAAAAATTT - - - - - TG T-TTA-TAA
-------------------------------------------------------------------------------------------------------------- TTTAATT e e e e e e e e e e e e e ee oo
-------------------------------------------------------------------------------------------------------------- TTTAAT TATTA- - - -
-------------------- TAAATTTIA - = < = - = - GAAAAATAA - = - = - s - s et e et i ool - TTTAA T-TEACEAA
-------------------------------------------------------------------------------------------------------------- TTTAAT TATTAGTA[R
-------------------------------------------------------------------------------------------------------------- TTTAATTTAAACCAGGTCTCTTTGAGAACAATGGACGCCTTCTTTAAAT-TTC- - - - AAAAAAA - = - = - - - - - TETT-----
-------------------------------------------------------------------------------------------------------------- T T AT T T A - - e e e e BCAAAAA - - e TATA - TAA
AATATTGAAAATTTTAGATTTGAATTTC-TGTATTAAAAAGATAAGTAAATTTAAATTTAT TTTTATTTTACT TAAT TTGTAT TTAAAAAAT TG T TT T CA - - = & = & & o s o o o e o o et e o et et o e e o et e o f e f o e f e o f f et ottt et et e f et e e m e e et oo oo e mmmmameaocmaaoemam
-------------------------------------------------------------------------------------------------------------- TTTAATTTAA= -« BTl - - e e AAABAAAA - - - oo - - TATTA-TAA
-------------------------------------------------------------------------------------------------------------- TTTAR- - - - - - - - AR - - - - - - o m oo e e eeaeaao T-TTA-TAA
-------------------------------------------------------------------------------------------------------------- TTTI!T— -AAACAAR- - - -BTTTCR----------- - - oo - TTCTAAAAAAAAAAARTTAATGCT G T TN - T-frAacTAA
-------------------------------------------------------------------------------------------------------------- TTTAATTEAGABTACHE THTCTECHABABCAATG- - -« -« - oo - - THCB- AAAAAAAA - - - - o e T-----TAA
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2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 4764 bp
size: 4764bp; fragments: 1487; full length: 0 (>=4287.6bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa

divergence to consensus (%)
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size: 5631bp; fragments: 1275; full length: 0 (>=5067.9bp)
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divergence to consensus (%)

TE: rnd_5 family 3806
size: 1047bp; fragments: 861; full length: 48 (>=942.3bp)
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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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onsensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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