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1 MSA length = 390
-------------------------------------------------------------------------------------------------------------- AAGTTTIACITAA.GTTTT TTTCAAATIAAACAT1TCTACACTTIA A
-------------------------------------------------------------------------------------------------------------- JrcTTTGACATAACAGT ATTTCAAATAAACATTITCJACACTTTAAARA
CATAC AACACAAIAIA AA CATGTTIGGTCAAATCAACACCAITTCAGTGTCAGAGTAGAGTTGTCACAGAA ---------- AAGTTCGACA AACIGTTTT TT.A—A ------------------------------------------------------------------------
TITIC AACACAATAAABIGG TGTTTGGTCAAATCAA.CCAATTCAGTGTTAGAGTAIAGTTI— - cAGAA- - - - - - - I TAACAGTTTTATTTCARMTEAAA ATTGTC.CACTTTAA.A— —ATAIA— -------------------------------------

AAITTCGA ATAACAGTTTIATTTC AAACETTGTCTAC- - - - - - - - - - - - ITAAA ---------------------------------------
AACACAATAAA AAGTTCGACATAAIAG TTTATTTCAAATEBAAA ATIGTCTACIC ----- ABAAAATA - - - TT T AA AI— - - —T.AT ------------
TAJJACRAACACAATAAARG - - - - - AAGTRTGACAAACAGETTTATTJCAAATRAAACATTGTCACACTTTAAARAAA - - - [BBA TT AARB - - - - - oo
TATACRAACAJAATAAA AAGTTCAACITAAAGTTTTATTTCAAATEAAACATTIC
TAAAC AICACAATAAA AAGTTIIA ATAACAGTITIETTTCAAIT AAEIATTGTCTA
---------------------------------------------- CA- - - - - s L AAGTTEG TAACEGTTTT T Tf|cAAAT@AABCATTGTCTA
--------------------- ABT -AAABTCABBAATRGEA CATGrTccTCAAATCAACACIAATTRAGTGTCAGATAlAGTTGCACAGAA - - - - - - - - - - AAGTTCG ATAAC!ITTTTATT— e
TATACAA - ACAGAAABGIEABC T cAAAATCABBGA TRGRA CATGTTTGTCAAATCAACARCAA- - - -« - -« - GTAGAGTTGTCACAGAA- - - - - - - - - - AAGTTCGACATAACAGTTTTATTCAAATRAAACATIGTIRTACACTTTAABEA- - - - - - - - 2 0
TGTCAGAGTAGAGTTGTACAGAA- - - - - -« - - - AARTTCGACARIAACAGTTTTATETEAAATEAAACATTGTCTACACTTTAAAMA - -[llf-A-A TRTT TATRAARETAA - - - - - - oo oo
---------------------------------------------------------------------- AAGTTTGACARAACAGT T TATTTCAAATAAACATTTCACECTTTAAARARAATA - - - TT GAAT-ATTATAAATIAITI

______________________________________________________________________________________________________________ A A - - - - o o L L L L L e e e e e e e e e e e e e e e e e e e ea o
-------------------------------------------------------------------------------------------------------------- AARTRICGARATAACARTTTTRT TTCAAATIAARATTGTCTACACETAAARA - - - TAAA
------------------- G.AICITCAAAATCAIGAT LR e e R YA LY.V
------------------------ THTCAAAA GAT e e e e e e e e e e~ -TCACAGAA----------AAGTTCGAMATAA- -GTTTTATTTCAAATBIAACATTGTCTACACTTTAARBIA - - - - - - - - - o o o e e

AARTT IIATAICAGTTTTITTICAAA AA - - o m o e e ABA- - -BA

AAGTTIAACA AACAGTTTTATTTCAAAT
AAGTTCGACATAACAGTTTTATTTTAAATEAAACATTGTCTA
CATGTTTIGTCAAATCAICACCAATTCAGIATCAGAGTAGAITT ------------------- AAGTTTGA - - TA.AGTTTTATTTIAAAT AAACAITG ------------

L B e e e

CTT.AA AAA - - -

AAACATTITCTAiI

TATACIAAIACAATAAA.A.AICITIAAAIT C-GAT

------------------------------------- AAT

ARA
A

----------------- .A-CITIAAAATCA.GAT CATGTTTGITCAAATCAACACCAATT.GIGTCAIA— - - —IGTTITCACAGAA— e —AAGTTIAACAIAEIAITITTITTTCAAAT AAACAIT— e
-------------------------------------------------------------------------------------------------------------- AAGTTCAACABABCAGTTTTET TTCAAATEBAAACATTGTCTACACTTTAAA e e e
-------------------------------------------------------------------------------------------------------------- TCGAWATA- -AGTTTTATTTCAAATEAAACATTTCTACATTTAAA- -A AAA TTACHcccBAlT
IATAC - —ACAGTAAAIGG.A-TIAAAATC-AATIAIAIAICATGTTTIGTCAAATIAACACCAATTCAGTGTCAGA --------------------------- AA!ITCGAIATAAIAGTTT 8 i AIAA AAAI !TTAT!ICCIAITI
-------------------------------------------------------------------------------------------------------------- AAGTTCAACATAACAGTTTTHRT TCAIATIAAICATTGTCTACACTIT
IATACIAACAIAATAAAIGG-TITCAAAATCA.GATIA 8 N CACAGAA- - - - - -~ - - - IAGTTCAACATAACAGTTTTATTTC ---------------------------------------------------------------------------
----------------------------------------- CAT———————————TCAACACCAATICAGTATCAGAGTAGAGTTGTCACAGAA——————————AAITTCGACATAA———TTTTATITCAAATI—AACATTGTCTACA
---------------------------------------------------------- AAATCAACACCAITTCAGTGTTAGAGTAGA TTITCACAGAI————————————————————————————————————————————————————————————
-------------------- TCAAIATIA AATIIGBABABCAT - - - - - - - - - - - oo ... ... .- - _TCAGAGTAGA TTGTCACAIAA— e —AAGTITGAC.AICAGTTITATTTCAAATIAAAIAT— e
IAAACIAACACAATAAAIGG TCAAAATCAGEAA THGEABA CATITTTGGTCAAAICAACACCAATICAGTGTCAGAGTAGAG TGTCACAGAA - = = = = = o o oo o o e e e e e e e e e e e e e e e e e e oo e

IA TTTAACAIAAIAGITTTATTICAAAT

AARTTCAACATAACAGTTTTATTTCEAAT
AARTTCGACATAACAGT TATTTT!IAT
AAGTTCGACATAACAGT TTATTTCAAAT A ATTGTITICA ——————
AAGTTCG.ATAA TTAAATEGAMRACATTGT - --=-=-=-=-=----

GG AGTTTTHT
GAGTTCGAC- TBACEBT TTTBBTTCA- - -« - --mmmmmm e
--------------------------------------------------------------------------------------------------------------- AGTTCGACATAARBAGTTTTTTTTAAATAAACARTGTTCA- - - - - -
TATACAACACAATAAA ABCHETCBAAATCA
BATACRAACACAATAAA AG“CITCAAIATC
T

TATIC AICICAGTAA TIAAA—TCA

AAACATTGEC--C---- - - - A

AAAIATTIECTACACTTTAAA AAI

N AAGTTCGECATAACAGTTTTATTTCAAATAAACATTTCTRBCACTTTAAARA- - - - - - - -
---------- AAGTTCAACA - - «AGT T - - - o - oot ottt oo f Lol

AAGTTCGAC-TAACAGTTTTATTTTAAAT AAAC.TG.TI ........ AIA- -ATAA_TI ________________________________
AABMTTCGACATAAC AAI ...................................................................
AGTTCAABATAACE - - - - - - - o e o e e AATE- G-l

AAGTTCAA——IA CAGTTTTBTTTCA - o v oeme e oo Y =
AAGTTTIACATA AGTTTTATITCAAAT AAACATTGTCTACICTTTAAA A—--TAAI CCTAA- - - - - - - - e
AAGTTTGACATAACARTTTTATTTTRABTEAAACATTTCTRCACTTTAAARA- - ATAAAA TTHCC TR TBAATAR- - - - TEBATT -
AAGTTCGACATAACA TTT ________________________________________________________________________
CATAC TRTPAAAATCA GATIGIAIAICATGITTGITCAAATCAACAICAATTCAGTATCAIAGTAIAGTTGTCAIAGAA ---------- AAGTTTGACA ACA-BTTTHl--------------------------m-- - AAATR--A---BT BT

CIlTCAAAAT CARMGA T - - = = = = & & = &t f ot o e f e f e f e e e e e e et e e e e e e e e e e e e ae e AIGTTTGACA ACAGTTTTATT -----------------------------------------------------------------------------

CATA CHBTCAAAATCBEEGATIIGIABI T AT - - - - - - - - - oo e e e e e AAGITCGAIATAACAGTTTTATTTCA --------------------------------------------------------------------------
---------------------------------------------------- ABTHCARTATT GRA TT ABBGAA - - - - - - - - - - AAGTTTGACATAACA-BTTT B e e e e e e e e e e e e e e e e e e e e e
---------------------------------------------------- AITICAITATT.GIA.TT.AIGAA——————————AAGTTTGACATAACA— TTT

AAAT A AT AR TR T - - - - - - - - - - - e e e AAGTTCAACATAACA - BT T T T TTAAA = « = ¢ & o ot m ot ottt f ot f e f ot & e &t &t &t f ot m it f i e e it e i e m i e e e e e e e
AAAAT CARBGA TERRAGARIA T - - - - - - - - - - o e e e e e ieeiaaaa AAITTTGACATAACANTTTTARTTCAAAT AAACITT -------------
AAAATC GJj I AAITTCGICATAAC GTTTTATT———AAT --------------------

TATABEMAACACAATAAA CAAAATCABEGAT

CAIAITAAA ----- C-AAAATC A GTTCIACATAACAGTTTTATTTCAAA

AACACAATAAABGAIANR- - - - - AAIT H GTTCGAIATAACAITTTTATTTCA AT
AACAC.TAAA CITCAIAAT AAGITTGACATAACAGTTTTATTTCA AT AAAIATIG-A
!IGTTTGAIATAAIAGTTTTATTTCAAA AAACATTGTClAcACTTTAAIMA - - —TAAA—-TT-—ITIAI ------------------------
AAGTTCGACATA- -AGTTTTATTTCAAAT AAIATTIT A AAI—TA ------------------------------------------
A-- - TAAAA-T-TITIAAIAI— - T-TTAAAAATIA— - -
AAGTTTAACATAACA-TTTTIGTTTAAATIRGAA - - - - - - - o - e oo

AATTCAACATAACAIT TTTATTTTAAAT
AA TTCGAIATAI GTTTTATTTTAAA

AAGTTIGACATA CAGTTTTATTTCAAAT AAACATTGTITACACTTTIA
AABTTCAAC-TAACAGTTTTAGTTCAAABBAAACATTGTITACA- - - - - -
AAITTCGACATAACAGTTTTATTTTAAAT ABATTG- - - - -
-------------------------------------------------------------- GTTCGAIATIACAITTTTAITTCAIAT AAACATTGTCTAIACTTTAAA————A
AA.TIGACATAAIAGTTTTATTTIAAAT AACATTGT. --------- -AATA
--------------------------------------------------------------- AAATA - AA
AAGTTTAACARAACAGTTTTATTTCAAATIBAACATTRTCTACARTTAA- - ------- AA
AAGTTIG.ATAAIAGTTTTATTTTAAAT'AACATT!ICTACACTTTAAA AIAATAAIA
AAGTTCAACATAACAGI TTTATTTCAAATEBAAACATTGCTACABTTTAATMA - - AAA

iy

AAGTTTGICATAFGTTTTATTITAAAT ----------------

TATAMAACACAATAAREAGIEABClTCcAAATCARMGAT N AAGTTCGACARBABCAGTTTTATTTCARATEABECH T TCTCH- - - - - - - - - ABA- - - - - e e e
CATAIAACACAAIAA!GGIAITITCAAAATCAIAATI -------------------------------------- GETGTHACAGAA- -« -« -« - - AAGTTCGABATAACAGTTTTATTTCAAATEARTRAT THBCTA- - - - - - - -FRGABARA- - - - - - - - - - m e
----------------------------------------------------------------------------------------------------- AAGTTEGACATARCAGERTTTATTTBAAATBABABATTGTCH - - -« - - - - - e e e e e e e
TAGACE8ACACAGTAALEG- - - - - TcAAAATCAEG - - CATGTTTGGTCAAATCAACACCAATTEAGTGTTARAGTAGAGTTGTCARARAA- - - - - - - - - - AAGTTCGACATBACAGTTTTATTTCAAATRARAGAT TBTTACA- - - - - -TAT--------

TATAC A ACAA AAA AA TCAAAATCABEBAAT CATGTHTGGTCAAATCAACACCAATTIBGTIRTCAGAGTAGAGT T TIACEGAA - - - - - - - - - - AAGTTTGACETAACART T T T TR CA - - - - - - - - o s e oo e

TATAC A ACAA TCAAAATCA

L e e I
EIGTTCAACAIA.AITTTTITTTCAAAT
A

AAABATTGTCTA =« -« o e BB - - - - - - - - oo oo oo
GTTTAAATAACAGTTTTATTTJAAAJAAACATTGTCTACACTTTAAA
ABA

AAGTTCAACATABCAGTTTTATTTAARTBAAACATTGTCTR- - --- - - - ———TAAAA
ABGTTCGACATAARAGTTTRATTTTAATIAAAMATTTCTA- - - - - - - - A---AAA
AAGT TBIBA CABAB CAG T T T T AT T - - - e - oot el

TCIAAATC AAT
TCAAAATCABBGAT

-------------------------------------------------------------------------------------------------------------- AAGTTCGARATAACARTTTTRT TTCAAGTHAAARATTRTCTE- - ------AR------
ABCATGTTTGGTIRAAATCAACACIAATTCAGTGTCAGAGTAGAGE TITIACAGEA - - - - - - - o e e
------------------------------ AGAGTA- AT TGTCACAGAA - -« - w e e e L ABTAA - - -[TAARE
AGABAATAAARG AT T TIETGTABC- - - - - - B AT T T CAT - - - - - - - - o m oo MAGTRCBARATAACA - BT TT - - cca e
TATACHAACACAATAAA - - -ATGTTTGGTCAAATCAAACCAATTCAGTGTCABAGTAGAGT TOCACAGAA - - - - - - c e e e e ABA--AT----

TAAACHAACACAATAAA O e e I T A s n o m e e e e e e e e e e e e e e e e e e aeiae e
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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 390 bp

size: 390bp; fragments: 191, full length: 6 (>=351bp)
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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: 709bp; fragments: 112; full length: O (>=638.1bp)
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TE: rnd_5 family 721
size: 295bp; fragments: 167; full length: 1 (>=265.5bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

250

200

150

100

50

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)

50

I I I I I I
100 150 200 250 300 350

TE consensus after TEtrimmer (bp)




