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1 MSA length = 505

ATAGRARARACCTATET- - - - - - - TGAAATGACGTTICAGITTTAGGACCAAIAATGAAAAICCCTTTTTT—AAA ---------- AAA AAIGGITTIT TGGTCCTAAACCTGCAAACGTCATTTCAiIAT.AAIATAA.A A

ACACATEGTATATGTRARAAT - - - - - 0 AJARAAAGGGTTTTT TGGTCCTAAACCTGCAAACGTCATTTCAN- - - ------ - - -

T - -TTTTA- - - - TGIAATGGCGTTGCAGGTTTAGIACCAGAAATGAAAAAC TTTTTT--m-mmmmmmm e - - TGGTICTAAACCTGCTAACGCCATTICATTATITA ----- A

T TAAllTcTTA- - - - CGAAATGACGTTGCAGGTTTAGGAICAGAAATGAAAAA CCTTITTTTIAA TGGTCCTAAAICTGCAAICGTCATTTCAT ------ A

TACTT TAATAGGAACA TGTT--- - - T—AAA.GCGTTGCAGGTTTAGIACCAAAAATAAAAAACCCTTTTTTTAAI TGGTICTAAACCTGCTAACGCCATTICA—IAT A

T TIBAATGACGTTGCAGGTTTAGGACCAGAAATGAAAAARJCCTTTTTTTAAA TGGTCCTAAACCTGCAAACGTCATTHCA - TAT A

TTATT TCATAMATTAA- - - - - - - - - TGAAATGACGTTGCAGGTTTAGGACIAAAAITAAAAAI!CCTTITTTTAA ----------- T.TCCTAAAICTGCTAACGTCATTTCA—TAT A

T A
A

------------------------------------------------------------ GGTCCTAAACCTGMAAACGTCATTCA-TAT
------------------------------------------------------------ TGGTCCTAAARICTGCAAACGTCARJTTCl|- TAT
------------------------------------------------------------ TGGTllcTaAACCTGCAAACGTIIATTTCA-TAT
------------------------------------------------------------ TGGTl.AAACC GCTAACGCIRATTTCATTAT

CGAAATGAAGTTGCAGGTEBMAGGACCAGAAATGAAAAACTHTTTER---------------- TlcTccTAAACCT- AAAIGTIATTTCA- TAT

----------------- TGAAATGACGTTJCAGGTTTAGGACHAGAAATGAAAAACCCTTTTTTTAAR TGGTCCTAAACCTGCAAACGTCATTTA-TAT

----------------------------- TGEAATGACGTTGCAGG - TTAGGACCAGAAATGAAAAACCTTTTTTTT- - A T.T-CCTAAA|CTGCAAACGTCATT cA-BAaT

TGG TEAACCTGJAAACGTCATTTCA-TAT

---------------------------- TGAAATGACGTTGIAGGITTAGGACCAGAAATAAAAAA CCITTTTTTAAA——————————AIA AAAGGGTTTTT

--------- TGAAATGACGTTGCAIGTTTAGGACCAGAAATGAAAA CCTTTTTTITAAA——————————AAA AAAIGTTTTT TGGTCCTAAACCTGCAAAIGTIATTTCA—TAT
------------------------------------------------------------ AAA AAAGiITITTT
G
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TGffrccTaaaccT CAAETCATTTCATTA TA
TGGTC.AAACC GCTAACGCIATTT
TGGTCCTAAACCTGCTAACGTCATTT@-----------------
TGGTCCTAAACCTGCTAACHMCCATTTCA-TAT ATAABBARGEAAATH TEBEABA - - - - - - - - -
TGliTccTAfA CTGCAAACITCATTTCA—TATI 1ATAA
TGITCCTAAA!ITGCAAACGTCATIT A—IAT --------
TGGTCRTAAACCTGCTAACGCCATTTCEBT - ------------- -TTRAAART T -TTATA- - - - - - - - -
CGAAATG-CGTTGCAGGTTTAGGATCAAAAATAAAAAARCCTTT -« mmmeae e AAARAAAAGITTTT TGGjccTAAACCTGCTAACGCCATTTCA-TATHA
- —TCITA— CGAAATGAAGTTGCAGGT.AGGACCAGAAATGAAAAA!I .! TIGTCCTAAACCTI—AAAIGTIATTTCA—TAT
—ITITTTA 0 TGGTC- - -AACCTGCAAACGTCATTTCA-TAT
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----------------------------------------------------------------------------- TGGTCITAAACCTGCAAACITCATTTCATIAT
AT - - --TCTTA - - - -TGAAATGACGTTGCAGGTTTAGGACCAGAAATGAAAAACCCTTT-TTTAAA TGGTCCTAAACCTGCAAACGTCATTTCA-TATIT - - - - - mmmmmmmmmem e o
--------------- AT.————TCTTA— TITGAAATGAAGTTGCAGITITAGGAICAGAAATGAIAAACICTTTITTTAAA TGGTCCTAAArTGCAAACITCATTTCA—TAT TAA
TGGTCCTAAAMCTGCAAACGTCATTIICA-TAT---A
TGGTCCTAAACCTGCAAACGCCATI!CATTATITIA

IATTAT AA

TGJTCCTAAACCTGCTAACGTCATTTCA-TIfT
I!ICCTAAA.TGCAAACITIATTTCA—TAT
TGGTCCTAAACCTIICAAACGTCATTTCA-TATH- - - - -
TGGTCCTAAA CTGBAAACGTCATTTCATTAT
TGGTCCTAAA T CAAA TCATTTCATHAT
TGGTCCTAIACCTGCTAA CCATTTCATEMT
TGGTCCTAAAICTGCTAACGCCATTTCATEET
TGG!CTAAACCTG AA.GCIATTTCATTAT
TIGTCCTAAACCTG!IAACGCCATTTCA—IA
TGGICCTAAACITGCTAAIGCCATTTCATTAT
TG---CTAAACHIT - - ------mmmmem e - TATH- - - - -
TGGTCCTAAACCTGCAAACGTCATITIA—TIT
TGGTCCTAAACCTGCTAACHCCATTTCA-TATETAGBATAABGATCEAAATEBTABBABA - - - - - - - - -
TIGTCCTAAICCTGCTAICGTCATTTCA—TAT
TGGTCJTAAACCTGCAAACGCCATTTCATTAT
TGGTCCTAAACCTGCTAACICCATTTCATIAT
TGITCCT AAC TGCIAACGCCAITTCATTAT
TGGTICTAAAC TGCAAACGCCATTTIA
TGGTCCTAAICCTGC.A GCCATTTCA-T@T
TGGTCCTAAACCTGCTAACHccATTTCATHAT
TGGTCCTAAACCTGCAAA:LCA-
TGGTCCTAAACCTJCAAACGCCATTTCA-TAT
TGGTCCTAAACCTGCAAACGTCATTTCA-TAT
TGGTCCTAAACCTGCAAACGTCATTTCAAT
TGGTCCTAAACCTGCAAACGTCATTTCA-TAT
TGGTCTAAACCTGCAAACTIATTTCA-TAT
TGGTI!TAAAICTGCAAACITCATT
TGGTCCTAIACCTGCAAACGTCATTI!A—IAT
TGGTCAAACCTGCAAACIITCATTTCA-TAT
TGGTCCTAAACCTGCEAACHTCATTTCA-TAT
TGGTCCTAAACCTGCAAACIMTCATTTCA-TAT

----TCTTA-
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TGAAATGGCGTTGCA.TTTAGGACCAGAAATAAAIAACCTTTT—ITTAAA ---------- AAA AAAAGGTTITT

TGAAATGGIiITGCAGGTTTAGGACCAGAAATAAAAAACCCTTTTTTTAAA ---------- IAA AAABGEBTTTT
CoT

G TICA.TTTAGGACCAGAAATGAAAAICCCTTTT --------------------- TTTTT----TC

A
AAAIAAAAGGTTTTT-ATTTC
AAABIAAAGGGTTTTTIIATTTC
AAABIAAAGGGTTTTTIEATTTC
------------------------------------------------------------- AA AAAGGG TTTTRATTTC
IAA AAAGG TTTTT ATTIC
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AAAMAA AGGTTTTTIATTTC

AAGGGTTTTTHEATTTC
AAA AAAGIGTTTTT ATTTC
AAARAAAGGGTTTTTHATTTC

AAA AAAGGGTITTT ATTTC
AAARAAAGGGTTTTTHATTTC
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------------------------------------------------------------ At
IAA AAAGGGTTTTTIATTTC TGGTCCTAAACCTGCAAACGTIATTTCATTIT
AAA AAAAGITTTTT ATTTC TGGTCCTAAACCTGCIAACGCCATT.ATTAT
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2d_uf.bed g 2.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 505 bp

size: 505bp; fragments: 418; full length: 1 (>=454.5bp)
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, 6783 fasta.b.bed ufbed g 2.bed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries

size: 893bp; fragments: 246; full length: 0 (>=803.7bp)
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divergence to consensus (%)
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TE: rnd_5 family 6783

size: 434bp; fragments: 340; full length: 2 (>=390.6bp)
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