Start crop Point End crop Point

1 MSA length = 1138 1

---------------------- AATTANT TIAABT T e e e -ATCCCGCAAATGCGGGATCCCTC - === =TGCGGGAT = = = = = = = = = = = = m m o m m e e e e e e e e e e e e e e e e e e e e e e o s
TA- - e mmm e e !.!AA!I'T TAGGGAATGCAATCCCGCAAATGCTGGATCCCGCAAATGCGGGATCCCTC- === ===~ - - TGCGGGAT = = = = = = = = = = = m e m e m e e e e e e e e e e e e e e e e e e e e -
T ATGTTTATI— _AATTATTTAAAATA-- - -BMcEBE G M- - - - ------------ - - - ATCCCGCAAATGCGGGATCCCTI ---------- TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTAIT-CTTTATT— —ATGCITATTAA
TTA- - - - oo e e oo - TTATTIAAAATA-— TAG.AATGCAATCCCGCAAATGCTGGATCCCGCAAATGCGGGATCCCTC -----------------------------------------------------------------------------------
TTGTATT-------- TRATTTGRAAT - - - - - - TAGGGAATGCAATCCCGCAAATGCTGGATCCCGCAAATGCGGGATCCCTC--------- - TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTA
------- AATAATAGEATTTAAAAT TAGGGAATGCAATCCCGiIAATICTGIATCCCGCAAATGCGGGATCCCTC ----------TCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTART
TGTATTTATAATAAMTATTTAAAATA TAGGGAATGCAATCCCGMAAATGCTGGATCCCGCAAATGCGGGATCCCTC--------- - TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTAMT
TTAAATIAITAATIA TATITAIAATA AGGGAATGCAATCCCGCAAATGCTGGA - = == == === === - - GATICC ------------ TGCGGGATTGAGATTTTGGTGCGGGATTICATTCCCTA T
----------------------- ATTATETAAAATG e ATCCCGCAAATGCGGGATCCCTC- - -------TGCHGGATTGAGATTTTGGTGCGGGATTGCATTCCCTART
------------ TGTTAATA- -« ccwmeamacacoe e oo - ATTAGGGAATGCAATCCIRGCAAATGCTGGATCCCGCAAATGCGGGATCCCTC- ==« - - - - - - TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTAMT
------------------------ TTATTTGARANG e ATCCGCAAATGCGGGATCCCTC - - - - - - - - - - TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTAGT
----------------- ATTAAA TGEGT f e e eeeeeee-e--e--a---ATCCCGCAAATGC-------=TC----------TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTA@T AT
TTAAATTAAIA -------- TTGAABTA - - - —.GT --------------------------- ATCCCGCAAATGCGGGATCCCTC---------- TGCGGGATT.GATITTGGTGCGGGATTGCATTCCCTA T AT
--------------- TATTTAAAABA - TAGGGAATGCAATCCCGCAAATGCTGGATCCCGCAAATGCGGGATCC[TC----------TGJGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTA CT
TT---TTAATAACAGTTATTTHA TA. ------------------------------------ ATCCCGCAAATGCIGGAT CCTC---mmmmm-- TGCGGGATTIA-TGITICIG- ----------------------- TAAT.TTATTAA A
TATAITAATAATAATTATT AAAATA - - - —-TIAIAA --------------------------- ATCCCGCAAATG- -GGATMCCTC---------- TGCGGGATTGAGATTTTGGTGCGGGATTGCATTCCCTANTIEA - - - - - - - - ATGCTTA.AA CT
----------------------------------------------------------------------------- ATCCCGCAAATGCIGGATCCCTC——————————TGCGGGATTGAGATTTTGGTGCGGIATTICATTICCTA Y AT

AITAGGGAATICAATCCCGCAAATGCTGGATCCCGCAAATGCGGGATCCCTC ---------- TGCGGGATTGAGA - - = = = - - - - GGGATTGCATTCCCTAMTR- - - - - - - - - CAGTGCTTAITIA CC
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_bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0_bcln.fa_aln.fa_. After TEtrimmer 1138 bp
size: 1138bp; fragments: 3014; full length: 267 (>=1024.2bp)
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size: 1438bp; fragments: 3015; full length: 0 (>=1294.2bp)
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TE: rnd_1 family 60
size: 382bp; fragments: 1641; full length: 835 (>=343.8bp)
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After TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)
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