Start crop Point End crop Point

1 MSA length = 642 1

------- CAGTAGACACBCGATAGTGTRAACATCGCHTABHGIAAACCTCCATAATG - - - - - - - - - -GCTABAGAAAGTIACATTGA - - = -« - v o e me e

------- TACAGTAGACATCGATAGTGTGAJJCATIGCIIAACGGAAACTCGCATAATG - - - - - - - - - -GCJJAAAGAAAGTGARATTIIATR T TATGATTTAAGTRATAAAA - - - - - - - -

------ TATAGTAGACACTCGETAGTGTGAACATIGCHTAACCHAAACETIGCATAATG - - - - - cc e e
BARRT 1 ACAGTAGACBCTCGATAGTGTGAACATCGCCTAACGGAAACETCGCATAATG -« - - - - - - - GCTGAAGAAAGTGACATTGATATTATGATTTAAGTJATAAAAGGTAAGAA TTTAAAAAT
---------------------------------------------------------------------- AACATCGCCTAACGGAAAICTCGCATAATG- - - - - - - - - -GCTJJAAGAAAGTGACATTGATATTATGATTTAAGTTATAAAAGGBAAGAA TTTAAAAAT

TACAGTAGACACTGATAGTGTGAACAT COCTAABGGAAACCTCGCATAATG - = = = = = - = - o m s s oot o oo
TACAGTAGA ACTCGATAGTITGAAIAT GCCTAAC AAACCTCGCATAATI ---------- CTAAAIAAAGTGACATT --------------------------------
TATAGTAGACECTCGATAGTGTGAACATCICCTAACGGAJACCTCGCATAATG- - - - - - - - - - TAAAGAAAGTGACATT- -ATTITGATTTAAGTTATAAAA- - - - - - - - AAAlA
TATIGTA.CACTCGATAGTGTGAACATC C TAACGGAAACCTCGCATAITG ------------------------------------------------------------ C
TACAGTAGACACTCGATAGTGTGAACAIC CTAACGGAAACCTCGCAIAATG ---------- GCTGAAGAAAGTGACATTGAIATTATGATTTAAITTATAIAI -------- TTTAAAAAT AAAACIA CAAA
TAC GTAGACACTCGATAGTG—GAAIATCGCCTAACGGAAACCTC CATAATG---------- ICTGAAGAAIGTGACAITGATATTATGATTTAAGTTATAAAAAGTAIGAA TTTAAAAIT —AIAACAA AAARIATTT
TACAJTAGACABTCGATAGTGTGAACATCGCCTAAGGAAACCTCCATAATG- - - - - - - - - - GCTGAAGAAAGTJACATTJATATTATGATTJAAGTTATAAAAATAAGAA TTTAAAAAT AAAACAABCAAARIATTT
TATAGTAGACACTCGAJGTGTGAAJ]- - CGCCTAACGGAAACCTCGCATAATG- - - - - - - - - - Gl TGAAJAAAGTGACATTGATATTATGATTTAAGTTATAAAAGGTAAGAA TTTEAAAA T - - - - --------------
TAC - = = = = = o m e e e e e e e e e e e e e e e e e e e e oo CTAAAGAAAGTGAIATTIATATTAT.TEIAAGTTATAAAAAGTAAGAA AIAACAA CAAABATTT
GCTGAAGAAAGTGACATTGATATTATGATIITAAGTTATAAA-AGT AA -AAARTTT
GCTGAAGAAAGTGACATTGATATTATGATTTAAGTTATAAAAAIT& ------- TTTAAAAGT AACABBCAAA AT‘
----------------------- ACATTGATATTATIATTTAAGEIAT—AAAAGTIAGAA TTTAAAAAT ABAACAAG - AAABIATTT
B GAAGAAAGTGRIABTGATATTATGATTTAAGETATAAAAAGTAAGAA TTTAAAAAT AAAACAABICAAARIATTT
------------------------------------------ _AGIAGAIACTCGATAG.TGAACATCGCCTAACGGAIACC e e e —GCTGAA.AAGTIHTGATAT— —.AT.AAGTTAIAAAAAGIAAGAA - s e e oo - - -AABCAAAETTT
----------------------------------------------- TACAGTAGACABTCGATAGTGTGAACATCGCCTAACGGAAACCTCGCATAATG - - =« =« == - =GOTGAAGA - = = - = - - = o & oottt L Lo oo Lo o_o-o.__._._..
------------------------------------------ TACAGTAGACACTCGATAGTGTGAAIATCGCCTAAC AAACITCGCATAATG— - - ------GCTGAA AAAITGA A-vommmm - —.AT.A-ATAAAAG.AAGA— e oo - - -ENABAEB T TTAAAAAT AAAACAAMCAAABATTT
---------------- -AA-TTT-A-T-TT ACAGTAGACAITCGITAGTGTIAACATCGCCTAAC GAIACCT.CATAA— S e ---------GCTGAAMIAAAGTGAC TTGATATTATGATTTAAGTTATAAAAAGTAAGAAIAAI—.ATTAT ABAABT TTAAAAAT AAAICAA CAAABATTT

TAACGGAAAICTCGCATAAT

TAT - - TAGACACTIGATIGTGTIAAIATCGiI
C

THC- - TGTGAACATCG TAICGIAAACCTIiCATAAT ------------------------------------------------------------
-------------------------- GCCTAACGGAAACCT CICITAAT - - - - - o e e e
AITGTGAACITCICCTAACG AAICITCGCATAATG ---------- GITAAAGAAAITGACATTIATATTATGATITAAGTTATAAAAAGTAIGAA AAA
---------------------------------- AACCTCG ATAATG——————————————————AAGTIACITTGATATTATGATTTAAGTTAIAAAAAGI————— AAA
------------------------------ AAC GAAACC.G ATAATG

---------------------------------------------------------------------------------------------- TBATG e
AT GCCTAACIGAAACCTC caAlAATG
AT GICTAACGGIAACCTC CATAATG

L < S Bcaraciii@ficaTAallc TGTAGCE G ATETETAABTETBAATAT AAAAARCABARAT
TACAGTAGACACTCGATAGTITGAEIAICGCCTAACGGAA ---------------------------------------------- AABTTTABANAT AAAACAAGCARABEET T
C

AT------- ACTIGAIAGTGTGA ATCICCTAACGGAAACITCGCATAATG --------------------------------------------------------------------------------------------------------------
TATAGTAGACBCTCGATAGTGTGAACATCIECCTAACGGIACCTCGCATAATG - - - = - - - = - - - o f oo oot Lo Lo ool

17 GCTGAAGAAAGTGACATTGATATTATGATTTAAGTTATAAAAGTAAGA -[AAABIATTATERABAAB T TAAAAAT - AAAAAARCAAARATTT

TACAGTAGACACT.ATAGTGTGAACATCGCITEICGGAAACCTCG TAATI ---------- GCTGAAGAAAGTIACATTGATATTATGATTTAAGTTAIAAAAAGTAAGA‘AAA.ATTA.AIAAETTAIAAATEIAAAACAAICAAAIATIT
TACBGTAGATABTCCGATAGTGTGAACATCGCCTBACGGAAACCTBOBETAATG - - - = - = = = - = - -« oo oo oo Lo oL oooooLoloooo.-o..

AC——IAIAIAITIGATAGTGTGAACATCGCCTAACGIAAICCTCG ATAATG- - -~~~ - - GCTGAAIAAAGTGACATTGAIATTATGATTTAAGTTATAAAAAGTAAGAAIA’ATTA AABTTTAAAAAT AAAACAA CIAA ATTT
------------------------------------------------------------------------------------- AAACCTCGCIAATG - - - - - o o e e o - - - - @A ATTET A TTEAABA ABAACAARTEAAT - - - -
----------------------------------------- TICAGTAGACACT GAT TGTGAACATCGICTAICGGAAACCTIGCATAATI AABTTTAAARAT AAAAC CAAABMTTT
TARAT TETHEET A - TTTEANT TAC----mmmmm - ABAGTGTGAACAIGCCTAACGGAAACCTCGCITAATG A----- AGTGATATET - - - - - AABTAAAATTT
-TAIAT.TITITA—.TTTIAIT TAC----mmmmm-- A AGTGTGAACAIGCCTAACGGAAACCTCGCITAATG ----- A CATCT- - - - - AABTAAABATTT

TACAGTAIACACTIGATAGTGTIGACATCG CTAA GAAAICTIGCATAATG
G

------------------------------------------------------- ACBCTCGATAGTGTGEACATCGCTAACGJAAACCTCGCATAATG
GATRA TAC---------- BcaTacTeTGAACATCGCTAARIGABACCCGCATAATG
--------------------------------------------------------------------------- ccecTAACGAAACCTlicaTAATG
--------------------------------------------------------- ACTCHATAGETEAACATCGCCTAABIMGAAACCTCGCATAATG = = = = = = = = = = &= & e f o ettt ottt o e e e e e e e e e e e e e e e e e e aeae s AAAAT - - -WAARTAAABTTTT
--------------------------------------------------------- ACTCIATAGITIAACATCGCCTAA GAAACCTCGCATAAT G- = = = = = = = = = = o @ o m o m e o e o e o e e e e e e e e e e e e e e e e e e e oo oo oo AAAAT - - -EAARTAAABTTTT
TAAT - - o m e A AGERTATTATETATAABEETAAAAA AAAAIAARIIAAARATTI
TIGTGTGAACATCICITAA.GAAACCTCGCATAATG --------------------------------------------------------------------------------------------------------------

TTTA
TT

-------------------------------------------------------------------------------------------------------------- Gl TGAAGAAAGTGACATTJATATTATJATTTAATTATAAAAAGTAAGH - JA

GCETAACHRTCGCATAATG- - -« - - - - GCTGAABAAAGTGACATTGATATTATGAT Tl - - -« - c o c o m o m o m o e oo

-------------------------------------------------------------------------------------------------------------- BB AAAGAAAGTIIBICATTGATATTATGAT - TAAGTATAAAAAYR- - - - - - TRAABAAT A
CATIGCITAACGGAAACCICGCATAATI ---------- GCTGIAGAAAGT H ABTGATATTATGATTTAAGTTATAAAAGGTAAGAA TEBTAAABAT cAAfCAAA
--------------------------------------------------------------------------------------------------------------- BTAAAGAAAGTGICATRGATARTATGATTARIGTTATAAAAAGTAAGAA TTTAAAAAT AAAACAABICAAARIATTT

Commmm s m e e e e e e e e e e CRBITIIG T A A TG - - - - - - - oo o e oo

TIAIAIA AAAACAABICAA - - - - - T
ABTTTAAAAAT AAAAIAA AAAIATTT

--------------------------------------------------------------------------------------------------------------------------------------------------------------------- AAAAA AAAACABET - - - - - -[86

---------------------------------------------------------------------------------------------------------------------------------------------------------------- ACATREGAATAT ATABTARTEAABA-TT

-GIAT-TIT-A—-TTTTAIT-T. -------- Elc --------- T.AIAGTGIGAACATCGCCTAACGGAA CCTCGC-TAATG A!TTTAAA!IT AAAACAA CAAAIATTT
A

-------------------------------------------------------------------------------------------------------------- G TGAAGAAAGT
----------------------------------------------- TATAGTAGAACTCGRTAGTGTGAABTCGCCTAACGGAAACCTCGCATAATG- - - - - - - - - -GCTGAAGAAAGT

AIAITGATATTATGATTTAAITTATAAA
ACATTGATATTATGATTTAAGTTATAAAAAGTIAIAA

------- TACAGTAGACACTCGATAGTGTGAACATCGCTAACGGAAAMCT CGCBTAATG - - - - - - - - -« - - oo oo m oo oo
- -[ETATT BCBc TAGACACTCGATAGTGTAACATCGCCTAACGHBAA-CCTCCATAATG - - - - - - - - - GCTGAAGAAAGTG- - -BTEETATTATRART TAABTTATAAAAARTAAG - - - - - -
-------------------------------------------------------------------------------------------------------------- GCTGAAGAAATGACATTGATATTATGATTTAAGTTATAAAAA - - - - - - - - - - - -
TICAGTAGAIACTCGATAGTGTiIACATCGCITAACGGAAACCTC;ITAATI ---------- Y
TAT - - mmm oo - GATAGTGTAACATCGCCTEABGGAAACCT CIBMATAATG - - - - - oo e ot eLooioooo TTTAAAAA

TTTAAAAA

TACIGTAGACACTCGATAGTGTGAACAT GCCTAACGIAAAIC.GCATAATG
TAC- - - - - .ACTCIATAGTGTGAACATC CCIAACGGAAACCTCGCATAATG
TACAITAGACACTCGATAGTGTGAACAT GCCTAACIGAAA-GCATAATG
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 642 bp

size: 642bp; fragments: 156; full length: 5 (>=577.8bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 964bp; fragments: 127; full length: 0 (>=867.6bp)
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divergence to consensus (%)
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TE: rnd_5 family 160
size: 685bp; fragments: 126; full length: 1 (>=616.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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