Start crop Point End crop Point

1 MSA length = 2641 1
-------------------------------------------------------------------------------------------------------------- GCCCGACBCTTCGTGCGTAAATTGCATTTCACHMCCTTACAAAAAAAAIIAG - - < - - - - - - s s o e e e e
IAIAAAIAT ----------------------------------------------------------------------------------------------------- BcccGAcACTTCGTCTAAATTGCATTTCACCTCTTACAAAAAAAAAAT - - - - - - - -

- 7 GCCCGACJJCTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAATIA
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAANTA
ARTAAAAGEBAAABTCRGCITCBTCTAT- - - - - - - GAACE T AABATIAC - - - - - o e GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAALA A TCAAIE.C-
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTAC|JAAAAAAAAAAAAA TTTAANTTT
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAA e e e
BrArBBAATAABT TGARBA- - - - - - e L < R R e GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAA ATITTAIA -----------
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAA ATETTAAAATT T NEETTET
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAA
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAA
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAARA
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGHGTAAATTGCATTTCACCTCCTTACAAAAAAAAAA - - -~ - - -GTGEAABGET - - - - - - - - - - - - - - - oo ma e oo
AABABT AT TIAAATORIBG - - - - - - - - - - - oo ool GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAATARA TTAAAATT-
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCiITACIAAAAAAAAAA A TTTABATTT
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTClTTACAAAAAAAAAATIRA e e
ABAARATETAAAABGATA -« - v o e A T A CACEIT - - - - - - - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAA - - - - = - - = - - ATETTAAGA - TCAGREATT
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAATTGCATTTCACCTCCTTACAAAAAAAARATAAA e e
ABTTAATATA- - -« - - - BATBr T TATTTATTTACGCCCAATAACCTAJCTTTCGJCAAAAACTCGATCATC - - - - - - - - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAATAIARA TTTAAG------=- - -
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTTCGCCAAAAACTCGATCATC - === === - - GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAARIA- - -« -« - v vv e o TC----- ~ ATGGCTT
AAAAATABARRATGATGGER T TCBATEIGAT TACTABBC TBACACTAC - - - - - - - s m e m e GCCCGACACTTCG TAAGETGCARMBRE - - - - - - - - - - - o oo oo THAAAATTT - - - - - - -
AAAAATAATBTGA - - = - = - = - & - o - e o ot f Lol GecccGACACTTIMT TEAABTGCET T TRABCTCCTTACHAA- - - - - - - AlA Y [Nage |
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAAARIAR - - - - - - - - - o oo
-------------------------------------------------------------------------------------------------------------- B AAAATABABAAGBGE T ATGERAG - T -
Y < L e e R e e e

-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAATmAAA.C.AA-—G-T-A-AAAGCTC_
ABA

-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAARA e e e
---------------------------------------- CTAAC-AC————————————————————————————————————————————————————————————GCCCGACACTTCGTGCGTAAATTGCATTTC-TCCTIACAAAAAAAAAIA——————————IC.TA—————————————————————————————————
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AAA - - - - TRTEC TR TCTBAA- - - - - - - ---
-------------------------------------------------------------------------------------------------------------- GCCCGACACTJJCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAARA I!AIAIAAIAIC.A-—G"GTLTTAAA— e

A
A

-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAABTGCATTTCACCTCCTTACAAAAAAAAABRIA - - - - - - - - m e oo TEATABRTCAARG-TT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAAGEGTE- - - - ------------ THEEABR T TAAAATTT

________________________________________________________________________________________________________________________________________________________________ TA e e e e e e e e e e e e e e e e e e e e e e e e e o
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACIAAIAAAAAAAAAAIAI———————————————————————————————————————————

AAAABAATBATTA TEETACATHTBCTAT- - - - - - AARARTBC- - - - GCCCGACACTTCGTGCGTAAAT TRBMART TRACCTICT TACHAAAAAAAAAT = - - -« - o et h e
--------------------------------------------------------------------------------------------------------------- CCCGACACTTCGTGCGTAAATTGCATTTCACCTCCTTACAAAAAAAAAA - = = = = = = o o A m o o o oo oo e e oo i e o e o mm e mmmmo oo s
-------------------------------------------------------------------------------------------------------------- GCCCGACACTTC----GTAAATTGCATTTCACCTCCTTACAAAAAAAAAAAAGENATREAAA

AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGAT CATC - = = = = = m o = s s o m e o o e e o e e o o o o o e o o o o o e o o o o o o o m o oo m oo - mmm - - - AAAABARITAGA
AAAAAAAATAAAATGATGGATGTTTTGTTGGATTAGAAGCCTAACACTACTATTATTATTTACGCCCAATAACCTATCTTCCGCCAAAAACTCGAT CATC - - = = = = m o = s s o e e o o e e o e e o o e o o e o o o o o e o e o o o e o o m o oo oo o m - m - - - - AAAABRARITAGA
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End crop Point
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d_uf.bed g 1.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 2641 b P

size: 2641bp; fragments: 249; full length: 0 (>=2376.9bp)
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 fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 2986bp; fragments: 236; full length: 0 (>=2687.4bp)
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size: 766bp; fragments: 212; full length: 55 (>=689.4bp)

TE: rnd_5 family 9872
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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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consensus before TEtrimmer (bp)
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