Start crop Point End crop Point

1 MSA length = 1204 1
TATACAGIGIGTTCTAAATATCATACAAATGAAAGGGGGATTTTAAGTTAT ------------------------------------------------------------
ATACAGGGTGTTCTAAATATCATACAAATGAAA1GGIATTTTAIGTTAT ---------- TCTTAAAAIAACTTAAAAT-TTTCAGTTTG -----------------
A TAIAGGGTGTTCTAAATATCATAIAAATGAAAG GGGATT T TAAGT TAT = = = = = = m o m e e e e e e e e e e e e e e e e e m e e e e e e e e m e e e e e e o s

TETTAAAATAARTTAAATCCC - -
TCTTAAAATIACTTAAAATICICTTTCAITTTGTI ...............

TCTTAAAATAACTTAEIAI -------------------------------

TCTTAAAATAACTTABAATCER TRTBAGTTTG- - - - - - oo

TCTTAAAATA—CTTAAAITCI!II!TIAGITTG -----------------

ABTACAGGATGTICTAAATATCATACAAATGAAAGGIGEBIBBT TTAAGTBIT - - - - - - - - - - e o m o c oo

------- ATACAGGGTGTTCTAAATATIAIACAAATGAAAGI!GETITAIGTTAT————————————————————————————————————————————————————————————
AlTACHGGGTGTTTAAATATCATACAAATGAAAGGGGGATTTTAAGETAT - - - - - - - - - - - CTTAAAATAACTAAAATCCCCTTTCAGTJTGTACCTGATATTTAGARJCA
TATACAGGGTGTTCTEAATATCATCAAATGAAAGGGGGATTTTAAGHTAT - - - - - - - - - - TCTTAAAATAACTTAAAATCCCCTTTCAGTTTGTACCTGATATTTAJAACA
A o s m e e e e e e e e e e e e e TCTRAAAATAART TABAR TR - - - - - - - - - - - e e A

------- TATACAGGGTGTECTAAATATCATACAAATGAAAGGIGGAT TTAART TAT - - - - c e e
--------------- TATACAGATGTTCTAAATATHATACAAATGAAAGGGGGATTTTAAGTTAT - - - - - - - - - - TCTTAAAATAACTTAAAATCCC T TTCAGT|TGTACCTGATATTTAR A CA
------ T Tt e -TCTTAAAGTAACTTAAAATCCCCTTTCAG
------------------------------------------------------------------ TCTTAAATAACTTAAAATCCCCTTTCAGTTTGTACCTGATATTTAGAACAIITGTATH- -AA----A
SrEtT £
AATAJAIIG TG T Tl TAAATATCATACAAATAAAAGGGGGATTTAAGTTAT - - - - - - - - TCTTABBATAACTTAAAATCCC == m v m s s e mwmmme o e me e oo oo WTIRTATIAT T - - AT ATA TATHE TAT - - - - - -

0 TCHTAAAATAACTTAAAATCCCCTTTIAGTTTGTACCTGATATTTAGAACABITGTATATT - - - - -
------------------------------------------------------------ ICTTAAAATA.TTEIAITCCCCTTTCAGTTTG— e —A.TGTA— - TRGAAT - -
--------------------------------------------------------------------------------------------------- TCTTAAAATAACT TBAAATHECH- - --------c-mmmmea e TG - - AAAT - - - oo - -
AN - - - AATACAGGGTGTTCTAAAATCTACAAATGAAAGGGGJATTTTAAGTTAT - - - - - - - - - - T.TAAAITAACTTAAAATICCCTTTCAGTT GEACCTGATATTTAGAAC THTA--TTAA--ATA
THT - TATACAGGTGTTCTAAATATJATACAATAAA - GGGGGATTTTAAGTTAT - - - - - - - - - - TCTTAAAATAARTTAARATCCCCTTTCAGTTTTACCTGATATTTAGAAINE- - - - - - -
------ TAIA——GGGTGHTAAATATCATAIAAATGAAA‘GGGATTIT.iTTAT———————————————————————————————————————————————————————————————————
------------------------ GATCBBGTAAATATCATACAAATAATAGEGGGAT TTTAARBIT TAT - - -« - oo oo ool
------------------------------------------------------------------ TCTAAAATAACTTAAAATCIICIITTTCAGTTTGTACCTGATATT -[JGAA - A
AM---------- TACAGGGTG- TCAAATATCATACAAATIJAAAGGGGGATTTTAARTTAT- - - - - - - - - TCTTRAAARACTTABAATCCCCTRTCAGTTTGTACCTGETATTTAGAACA
ARTEATTTIA - -JAG - - - - - - o o o o o o o o o o o o ot et f d ot d f f et et 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 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 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 e e -
-------- A TATACAGGGTGTTCTAAATATCATACAAATGAAAGGGIIG AT T T TAA - - - o - o oo L i i e it ot ot o o e ottt o o e o e e e e o e e e e et e e e e oo e e e e e i e i eiei e oo
G TATACAGGGTGTTCTAAATATIATACIAATGIA—GGI!GATTTTAAGTT --------------------------------------------------------------
A 0 TCTTAAAATAACTTAAABTCCCCTTTCAGTTTGJACCTGAT
G TATACAGGGTGTTCTAAATATCATACAAATGAAMGGGGGAITTTAAGTTAT - - - - - - - - - - TCTTAAAATAACTTAAAATCCTTTIAGTTTITACCTGATATTHAG- - - A
G AATACAGGATGTTCJAAATATCATACAAATGAAA -GGGGATT|TAAGRTAT- - - - - - - - -- TCTTAAAATAICTTAAAATCCETTTCAGTTT TACITGATATT!IGAACA
A 0
------------------------------------------------------------ TCTTAAAATAAlTTAAAATCCCCTTTCAGTTTGTACHTITATHT- - - - -

-------- TETACAGGGTRTTCTAAATATIATACAAATGAAGGCGAT T TTAAGT TAT - - - - -« ot oo et oo
------------------------------------------------------------ TCTTAAAATIAlTBAAAATCCCCTTTCAGTTTGTACHTGATATT -[JcAACA
------------------------------------------------------------ TTPAAAATAACTTABAATCICCTTTCAGTTTG-ACCTGATATTTAGAACA

TATACAGGGTGTTCTAAATATCATACBAATGAAMGGGGAT T TTAAGET AT - - -« o e A
TATACAGGATGTTRTAAABATCATACAAATAAAAGGGGGAT TTTAAGT TAT -« - - o x oo st ottt oo

TCTIEAAA.ACTTAAAATCCCITTTCAGTTIGTACITGATATTTAGAACA
--------------------------------------------------------------- TRAAATAACT TAAAAT - - - - o e e e e e e e e e e e e e e e e e e 2 A
TCTTAAAATAACTTAAAATIC CTITCAGTTTGIACCTGATATTTAG———A
TCTTAAAITAACTTAAIATCCLTTTCAGTTTGTACITGATATITA— S -A
TCTTIAAATAIiTIAA N I A
TCTTAAAATAABTTAAAATCIRCETTR-AGTTTGTA- - - ---coe e
----------- CTTAAAATAACTTAAAATC!EETTTCAITTTGTACCTGATATITA AACA

TCTTAAAATAACTTAAARITCCCCTTTCAGTTTGTACCTGATTTTARACA
ICTTAAAATIACITAAAITCCCCTTTCAGTTTITACCTGATATT GAACA
TCTTAAAATAACTTAAAATICCCTTTCAGTTGTACCTGATATTA- - - -

______________________________________________________________________________________________________________________________ TTTT -
------------------------------------------------------ IA TeTT T
U

............................... AA.GIGATTTTAIGIEAT
=

AATACAGGGTGTTCTAAATATCATACAAATAAIAGGGGGATTTTAAG AT

TCTTAAAATA——ITAAAATI
------------------------------------------------------------ TCTTAAAATAA - = = = = = m o 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 e e e e e e e e e o s
TAIACAGGGTGTICTAAATITCATAIAAATGAAAGGGGGATTITAAGTIAT
TATACAGJGTGTTCTAAATATCATACAAATGAAAGGGGGATTTTAAGTAN

AIA——GGGTGTTCTAAATA GAAAGIG

CATACAAA GATTTTAAGTTA
ATACAGGABGT TEBBAAATAGCATACAAABGAAAGGCRTAT TRTAABTERE- - - - - - - - - - - e ARTTGTGT 16- - AAAT - -GE TG TETT -

-------------------------------------------------------------------------------------------------------------------------------- TAA- == =A-cememma-

TCTTAAAATAACTTAA ATCCCCTTTCAITTT.ACCIGATATTTAGAACA
TCTTAARGTAACT TAABATI- - - - - - === c o e e A

THTTTHT AR A GIRA A R 0 TCTTAAAATAACTTAAAATCCCCTTTCAGTTTGTACCTGATATTTAGAACA
TRTTT TAGATTE T GO T AT T T AT A - - - - - - - - - & o o o o o o o e o e o e e oo CRTBAAAATAACTTABAATCCCCTTTRARTTTG - - - m e T.A.A"TT.A“AIA
----------------------------------------------------------------------------------------------------------------------------------------------------------------- TEITCTACGGTAAL -

TCTTAAAATAACTTAAAATCCCCTTTCIGTTTGTACCT. ---------- TGTATATT - - - —AT—IT.T-TIAIAL
TGTAT = === = = & & & f e e e e m e e = - A A

TCTTAAAATAACTTAAIATCCCITTICAGTT ...................

TCTTAA ATAACTTAAAATCCCITTTIAGTTTGTAICTGATATTTAGAACA
TCTTA AATAACTTAIAATCCCCTTTCAITTTG .................




Start crop Point
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa

divergence to consensus (%)
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size: 1204bp; fragments: 171; full length: 3 (>=1083.6bp)
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After TEtrimmer 1204 bp
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, 5235 fasta.b.bed_ufbed g Lbed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries

size: 1576bp; fragments: 73; full length: 0 (>=1418.4bp)
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TE: rnd_5 family 5235

size: 596bp; fragments: 168; full length: 3 (>=536.4bp)
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Before TEtrimmer 596 bp
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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)

TE consensus after TEtrimmer (bp)




