Start crop Point End crop Point

1 MSA length = 1698 1
-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAARATA

-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAACAATA TTTAGTTATTAT
-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAACAATA TTTAGTTATTAT e e e
AGTTBTCCAATACGITCTATGTTAAT - -« -« - - - - - - T A A A - - - - - ool TTCCAAAGGAATTTTGTAAAAGAGATAACAATATIMA - - - - - - - - - - - - - TTTlcc - B@8A
-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAACAATAT TTTHCC - B8A

AGTTATCTAATGCAATTTATATTAATAAATARATATIRT TAAAATTRAAGHTTABAAARATTTTAAAARTAAARTAACETABBAAACTATRARTATTTR---------- TTCAAAAGGAATTTTGTAAAAGAGATAACATTA TTT-ATTA---A
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATET TTTTATTTTTAA
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAARAATTT TTT-ATTATC-A
A--mmm - AATACGATTT--GTTAGEAAATETTETATARTAAAARTAAAAATTATAAAAATTITTAABAATAAAARBAACT TAAAGTABGAT TAT TG TG - - - - - - - c o m oo
A--mmm - AABGCACT TG T AT AAT - - - - o - e oo ool TTCAAAAGGAATTTTGTAAAAGAGATAARJAATTT TTT-ATTATC - ATATAAAGCEAAAAAGAAG TATTET TTATTTCATARMATART - - ----- - -
AGETABTCAATACGA- - - - - ATTRATTAARATTATGTRTTABAGTTIAAAATTATTAAAATTTTTARAATAAAARABATAARAAAACTRTTATGljGTC- - - - - - - - - - TTCAAAAGGAATTTTGTAAAAGAGATAACAATATIRRA - - - - -~ -------Te--eo-e--e--------WEMTBA----BTBEBTATTH----------
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATAT

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATAT

GGTIATTTAATACAATTT—TATIAAIA.TATTATGTATTAAIGTTAAAAAITATAAAAATITTIAAAAATIAAATAAAIAAAAAAACTATTATIGTTTC ---------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATAT
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGA—AACAITAT e e el

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTIJGTAAAAGAGATAJJCAATAT THA - -
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGT - AAAGAGATAACARTT TRTTATTTT--T THA -
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATA TTGTCRT----7 TAG -
-------------------------------------------------------------------------------------------------------------- TTHAAAAGGAATTTTGTAAAAGAGATAACAT TTR- - - - - -CAT TBA - - - -
-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATATIEMA - - - - - - - - oo THA- - - - SRR
AGTIJATTTAATACGAGTT-[JATTAATAAATATTATABATTGAAATTAAAGATTATTIAARTTTTAAAAATAAAATRAATAAAAATACGETRTTGTTTC- - - - - - - - TTCAAAAGGAATTTTGTAAAAGAGATAACAATATIEMA - - - - - - - - - - oo oo - THA----BTTREATTE----------
TWATTTT TTTGCTTAAA
TWATTTT TTTGCTTAAA
TWATTTT TTTGCTTAAA
TBA- - - -BAARTATTE--------- A
TBA- - - -BAARTATTE--------- A
AGTTATTT - ---CGAGTT-TATTAATAAATATTATAT - - TAAAATTAAAAATTATAAAAATTTTTAAAAATAAAATAAATAAAAAAACTATTATTGTTTC = = = = = - - - - TTCAAABGHA - - TTTGTAAAAGAGATAACAATAT TTT----- - THR T - AAfA TTATTENTEA- - - -JAARTATTR----------
-------------------------------------------------------------------------------------------------------------- TTCAAABGHEA - - TTTGTAAAAGAGATAACAATAT TTT--n--- CATITI—AAIA-TTATTITIA— - - —IAAITATTI— -
-------------------------------------------------------------------------------------------------------------- TTCAAAAIGAATTTTGTAAAAGAGATAACAATT T
GRTTRT T TR ARG CTCTARARTAATTAATITIAARA T TGAAARBAARAATTATAABAI T TTTAAAAATIIAAATAAATAAAAAAACTAT T TATTTC- - - - - - TTCAAAABGAATTTTGTAAAAGAGATAACAAT TR ARA T T - - - - - - - & o o o o o o o o e o e o e e e e oo e e e e e e e e i
GAATTTTGTAAAAGAGATAACAAT TENARA T T - - - - - - - oo e

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACATAT e
-------------------------------------------------------------------------------------------------------------- TTCAAAA
GRATTTTRTRAAARARNATAACEATAT ATTRT TRATTGTITABTE T TEBllc TGBC- - - -
GI ITI IAI TRATTGTETA TITT I
THE- - - -WAT
THE- - - -WAT

> > > > > > > >

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACAATAT Cee -

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACATHAT e
-------------------------------------------------------------------------------------------------------------- TTCAAAA
ATTET CTGGC- - - -
TATTWTT

-------------------------------------------------------------------------------------------------------------- TTCAAAAGGAATTTTGTAAAAGAGATAACATHAT e
-------------------------------------------------------------------------------------------------------------- TTCAAAANGIRATTTT AAARABATAACHATAT
ATHAT GCCTAAA
TATTWTT

AGTTATTT----CGAGTT-TATTAATAAATATTATAT - - TAAAATTAAAAATTATAAAAATTTTTAAAAATAAAATAAATAAAAAAARTATTATTGTTTC- - - - - - - - - - TTCAAAAGGAATTTTGTAAAAGAGATAACAATATEMARBT TT------- -
-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAACARTTT
ATHAT GCCTAAA

-------------------------------------------------------------------------------------------------------------- TTCCAAAGGAATTTTGTAAAAGAGATAACARTTT
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_bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 bclnfa alnfa_ After TEtrimmer 1698 bp
size: 1698bp; fragments: 147; full length: 0 (>=1528.2bp)
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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: 3272bp; fragments: 146; full length: 0 (>=2944.8bp)
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divergence to consensus (%)
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TE: Itr_1 family 248
size: 157bp; fragments: 70; full length: 49 (>=141.3bp)
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After TEtrimmer ORF and PFAM domain plot
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