Start crop Point End crop Point

MSA length = 864
ITTA -------------- AT - -lIACACTGGGCAACAGCCAAAATG AT TTAAAT AAATCAACAAIATCTTI

TTA---------BEGTH AT TG AN - - - - ---------- AT - -BBACACTGGGCAACAGCCAAAATG AT TTAAATEBAAATCAACAAAATCTT

CTTAAA- - =-ccee-----AEATTGAACAGAG - - - - - - - - - - - - - - - ATBACACTGGGCAACAGCCAAAATITATCTTAAATIAAATCAACAAAAT CT T TA - = - - & & o o o o e o e o e e e o f d e e e f f e e e e e e i i i e e e e s TAIA———
TT. I ---------------- CTAGGCAACAGCCAAAATGTATCTTAAATAAAATCAACAAAAT CT TA - - - m o s e e e e e e e e e e e e e e e oo e ATACCACCA.AAACTAAAATTTGTIGTICAGT TAATTTTT
----------------------- TIAITAIAT— —IACACTGGICAACAGCCAAAAT TATCTTAAATAAAATCAACAAAATCTTA- == -« - - - - —GAAATAT.TTTTIATAAGATAICICCAATAAACTAAAATTT— e e e cGTNT - - - - - -

------------------------------------------------------------ ABAGIAAAAT AR TCTAAATAAIATCAACAAAATCTTA- - - - - - - - - -GAJBTATACTTTTTAJJAAGATACCACCAATAACAAAATTTGTTGTCCARTGTAAT - - - -
AITATATATIACACTGGGCAACAGCCAAAAT TATCTTAAATAAAATIAACAAAATCTTA --------------------------------------------------------------------------------------------------------------

ATBABACTGGRCAACARC - AAAATATATCT - AABTAAAATEAACBABATCTTA- - - - - -« - - - GAABTATACTTTTTATAABATACHACCAABAAARTAAAAT TTGT TRTCIAGTGT TAT - -« v e e e
A----ACEABRBCEA - ABCCAAAATATATCTTAAATAAAAT CAACEAAATCT TA = - < - & - w -t o e e ettt CETTABEA - - -
--------------------------------------- AT - -BACACTGGGCAACAGCCAAARTGTATCT TAAATAAAATIRAACAAAATCTBA - - - - - - o m o c e TAGTA- - -
CTGGGCAICAGCCIA‘TATATCTTAAATAAAATCAACAAAATCIIA ----------------------------- ATACCACCABTAAACTRAAATTTGTTGTCCHGTGTAARTTTT

TTHRT ATTHEA
CT AAAI—AATAT TTRT AIT G

ACACTGGGC=- - - - - - - AAAATGTATCTTAAATAAAATCAACAAAATCTTA--=-=-=--=-=--- GAAATGIAC
CACTGGGCAACAGCCAAAATGTA———TIAATAAAAT AACAAAATCTTA----=-=----- GAAATG- - -

T TTTATAAGATACCICCAATAAACTAAAATTTGTTGTCCAGTGTTATT———
TTTTATAAGATAICACCAATAAACTAAAATTTGTTGTCCAGTGTA.A -

TTTA-=------- -TTEATEBTATTATAG- -BBCACTGGGCAACAGCCAAAATGTATIMTAAATAAAATCIACAAAATIITTA- - - - - - - - - GAAATGTAGTTTTTATAAGATACCACCAATAAACTAAAATTTGTTGTCCAGTGEAGTA- - - - - - - - -
TTTA-=------- —TTIA—TTATTATAG—— ACACTGGGCAACA CCAAAATGTATITIAATAAA TCEACBAAATCTTA- <= -« - - - - GAAAIGTAGTTTTTATAAGATICCACCAATAIACTAAAATTIGTTGTCCAGTGIAGTA ---------
TTTAATH -TTAA-- -ATTARRTAT AIACTGGGCAAC GCCAAAATGTATCTTAAATAAAA CAACAAAIT TTA------m=-- GAAATG = = = = = = = = o m e e e e e e e e e e e e e e e eeeeoooooo-
------------ TTABTTATTITAT- -BACACTGGGCAACAGC AAIATGTATCT—————————————IAAAAT e e e e e e e e e e e e e oo oo

____________ ATEBAAAT - -TTATATGA
____________ ATEBAAAT - -TTATATGA

ACACTG
ACACTG

CAACAGCCIAAATGTATI T TAAATAAAATCAACAAAAT CT TA - = = = = & m m st m ot m ot f ot &t &t &t &t &t &t f e m it f ot e f it df e d i e d i a e i e m e aa e
CAACAGCCIAAATGTATIT TAAATAAAATCAACAAAAT CT TA - = = 5 = @ o m ot m ot m ot m e &t &t &t &t &t & ot f e m e e it m ot e d it d i e m i e memiamea o

TTTA--------- -TTBA-TTABTATAG- - BBCACTGGGCAACAGIICAAAATGTATIMBTAAATAAAATCBACAAAATCTTA- - ------ - -BAAATCRBAGTTRTECHE- - - - - - - -
TTTAAAN- ACACBAGGCAABAGCCAAAATGTATCTTAAATAAATCAACAAAAT CT T - - - - - = - - - oo s m e m e et
CTTHAGE - ACACTGGGCAACAGCCAAAATGTATITTAAATAAAATJAACAAAATCTTA

——————————————————— ACACTGGGCAACAGCCAAAATGTATCTTAAATAAAATCAACAAAATCTTA

CTIAATITGITTTITTTC ACACTAiICAACAGrAAAAT - TATCITAAATAA— X V- V- s s
------------------- AfACTG|ccAACAGCAAAATGTATCTTAAAJAAAATCAACAAAATCTTA

TTTABAB- - - - - -TTAMT-TATTATEG- -WACACTAGGCAACAGCCAAABTGTETCTTIAATAAAATCAACAAAATCTTA

TTTAAAI ----- —TTAIT—TATTAT G- -WIACACTGGGCAACAGCCAAA ITCTTIAATAAAATCAAIAAAATCTTA

------------------------------------------------- AcAcTAG]caacafcc ATATATITTAAATAAAATC ACAAAATCTTA----------GAAAJJGTACTTTTTGTAAGATACCACCAATAAACTAAATTTGTTGTCCAGTGTAATATTT - -TATTAAAATTT -
TTHAAANAAA - - -lTTC ATTIBG CTTAA- === - - == - - ATBACACTGGGCAAMAGCCAAA TGTATCTTAAATA AATCBACAAAATCTTA- - - - - -~ - - - GAAATGTACTTTTTATAAGATBCCACCAATAARCTAAAATTTGTTGTCCATGTTAT-CTT - -TTTTAAT-TTTAMA
TIAAAIAAA— - —ITTC.ATTIG-—TTAA ---------- AT ACACTGGGCAAIAGCCAAA TGTATCTTAAATA AATCBACAAAATCTTA- - - -~ -~ - - - GAAATGTACTTTTTATAAGATICCACCAATAAICTAAAATTTGTTGTCCAITGTTAT—CTT --TTTTAATAJC
----------------------------------------------- ATEGCACTGGGCEACACTCAAAATGTATIT TAAATAAAATIAABAAAATCT TA- - - - o e e S GTCEAGTT - - - e
------------------------------------------------- ACACTAGICAACAIIC-ATATATITTAAATAAAATC ACAAAATCTTA----------GAAAJJGTACTTTTTGTAAGATACCACCAATAAACTAAATTTGTTGTCCAGTGTAATATTT - -TATTAAAATTT -
CTTAATEAABTATRTTTT ACACTGGGCAACAGCCAAAATATATCTTAAATAAAATCAACAAAATIITTA- - -------- GAAATATACT TTTTATAAGATIBIRIE- - - - - - - - - - - - oo e o oot oLl
TTTIAT S -TTT TITC ACACTGGGCAACIGCCAAAATATATCTTAAATAIAATCAACAAAATC -----------------------------------------------------------------------------------------------------------------
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 864 bp

size: 864bp; fragments: 160; full length: 2 (>=777.6bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 1210bp; fragments: 127; full length: 0 (>=1089bp)
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divergence to consensus (%)
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size: 311bp; fragments: 84; full length: 3 (>=279.9bp)

TE: rnd_5 family 6566
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After TEtrimmer ORF and PFAM domain plot
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E consensus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 10/10/25)

I I I I I I I I
100 200 300 400 500 600 700 800

TE consensus after TEtrimmer (bp)




