Start crop Point End crop Point

MSA length = 389

-------------------------------------------------------------------------- TGTCCTTA- - TAAGTATCBABTGT CA - - - - - o - e oA e oo n oo
CTTTRCTCGCTTETGTTCTTAAATAAGTARTAAAGGTCA- - - -« -« - - - ACAAACAAARTCACTTTCACATTTARAATATTAGTAIGGA - - - - -« oo e et oo
-------------------------------------------- ACTAGH- —TTACCGCGICTTCGCTCGITI!TGTCCTTAAATAAGTATCAAA— --@A----------ACAAACAAACTCACTTTCACATTTATAATATTACEAAAGAT -« -« - - - -
IACTA Commmmmmmm = - CTTTGCTCGCTTATGTTITTAAATAAGTAT.AAGGTCA ---------- AAAACAAAIREGH 1T THA - ATTTATAATATTAGTAAGGAR- - - -7
ACTAGC - === s mmmmmmmmmmmmmm - TEATGTCITTAAATAAGT = - = AAAGATCA = - - - - - s s ot ot ot e ool
---------------------------------------------- TAlC- - -- - —TATGTTCTTAAAIAIiTITCAAA GTTA=-=-=-=-------CAAACTCACTTTCACABMTTATBATATTAGTAAAAAT -- -8
------------------------------------------- ATIRC TIE ACiillcceCcTTCGCTCGCTTATGTCCTTAAATAATATCAAARGTCA- - - - - - - - - - ACAAAIAAACTCACTTTCACATTTATAATATTAGTAAGAAT e
TRTTT--TAT@ACTAGER- - - - - - - - - - - - GCTCMCTTABGTCBTAAATAAGTATCAAARATTA- - -« -« - - - - AAAARAAACTCACTTTACATTTATAA-ATTAGTIHAGGATIEGEH - - - - -
TEATETATATIRACTAGC - - - - - o e e e TTATHTCCTTAA-BTAGBATCAAAGGTCA=- - -« - - - - - ACAAACABBCTCACTTTCACATTTATAATATTAGEAAGCATIGTA- - - - - - - - - oo oo e oo GETTHREABATARE - - AAA
-------------------------------------------------------------------------- TGTTCTTAAATAATATCAAAGGTCR- - - - - - - - - - ACAAACAAACTCARBTTTCACATTTATAATATTAGRARAGAT - - - - TTAAARTETTRTT AR T TR TR TCRE TBRAAE THET - - AAA
TATBACTAGCTTTTACBGCGGCTRC@CTCACTTATGTCRTTAAATAAGTATCAGEHMABEG- - - - - - - - - - ACAAACAAARTCACTTTJACATTTATAATATTABAAGAAT ACEETHEAT-G7 TIlAABC A- - -
ABTAGC- -« v e e e - THGCTTETRTCCTTAAATABGTATCAAA-GTCA- -~ -« -- ACAAACAAACTCACTTTCARTTATAATATTAGHABGART TTRTATABE TIEGAA TR T TAAA
ABTAT-------- TTTACCGEGEETTCGCTCGCTTATGTCCMTAAATAAGTATCAAAGEBCA- - - - - - - - - - ACAAACAAATITCACTTTCABATTTATAATABTAGTAAGGARBTTATTAAA- - - - BT TET T TRAARRIR - - - - - - - - - - oo oo
---------------------------------------- TATHACBAGCTTTTACCGCGGCTTCCRTRGCTTRTGTCCTTAARTABGTATCAAAGGTCA- - - - - - - - - - ACAAAGAACT T BB TR A CABB T AT AATI T TA- - - - - c e e
----------------------------------------------- AGCTTTTACHGCGGTTCGCICACTTATGTCCTTAAATAARTATAAAGGTTA- - - - - - - - - -ACAAACEAACTCACTTTIACATTTATAMATTAGTAAGGAT
------------------------------------ TT--TAATTARTTTTACCGCGGCTTCGCRCGCTTATITTCTEAAATAAGTATCAAARRITA- - - - - - - - - -ACAAACAAARTCACTTTCACATTTATAARATIRRAAAAAT
------------------------- ABETRETTT------ACTAGC-------------TCGCATGCHTATGTCCTTAAATAABTATCAABGGTTA- - -~ ------ACBAACABACTCACTTTCABATTTATAATATTAGTAGGAAT
------------ AGBAAGEAR TETA ARETHRTTT- —TATIACTAIC -------GiGGHTTCGlTMACTTATGTTCTTAAAAAGTATCAAAGHTCR- - - - - - - - - - ABAAACAAAC CARTTTCACATTTATAARATTAJAGAAT
------------------------------------ Tl AT AGC - oo ACAAACAAATTCABRETTBACATTTATAATATTAGTAACEGT
------------------------------------------------- B------------T77GCTCGTTATGTCCTTAAATAARTATCBAAGATTA- - - - - - - - - - ACAAACAAACECBCTTTCAATTTATAATATTAGTAAAGAT
------------------------------------------- BacTAaceTTTTACHGCGGCTTCHCHCGCTTATTCCT TAARTIIEG TATCAAAGATCA - - - - - - - - - oo s - sttt oo oL L L Lol
--------------- AAA TTTTA--«-ACTAGC-=-=-=-=-=--------GCETATETECTTAAATEAGTMCAAAGGTCA=- - - - - - - - - - ACBAACAAACTARTTTCACATTTABAATATEEGTAAGGAT
- - -ATAATABTCATBAGABAAT TTTTATATIACTAGC - - - - - - - - o oo oo oo TETHTCCETBAATAARTATCAAAGGTCA- -« -« -« - - - ACAAARAAACTCACTTTIRBCABTTATAATATTARAAGAAT
--------------- AAGHT TRTTTTA- - -WACTAGC- - - - - - -GCGCTTC|ClGCTTATTCCTTAAATAAGTATCAAAGGTCA- - - - - - - - - - ACAAAAAACTCACTTTCACATTTATAATETTAGTAAGGAT
ATTAGH--------- TCGCTCGCTTATGTCCTTAAATAAGTATCAAAGGTCA- - =--- - - - ACAAACAARICTCACTTTACATTTATAATATTGTAAGAAT

ATBAGCTTTTACCHCGGCTTCGCTCGCTTATRTCCTRAAATABGTATCAAAGGTCA=- - -« -« -« - - ACAATIATIAC - - - - e e
N X T o ACAAACABARITCACITTCACATTTATAATATTAGTAAGAAT

CTAGCTTTTACCGCHGCTTTGCTGCTTATGTTCTTHAATAAGTATCAAAGTCA- - - - - ---- BcArACAACTCACTTTCACATTTATAATATJAGTAAGGAT
ACTAG- - ===~ - GCLCTTCGITCACTTATGTCCTI!AATAAGTATIAAAGGICA ---------- ACAAJCAAACTCACTTTJACATTTATAATATTAGTAAGGAT
ACTAGITTTTA.CIGCGGCTTCGCTCGITTAIGTCCTTAAATAAGTATCAAAGGTC ----------- AAAACABATTCACBT TCACATTTATAATATTARIMAA - - - - - - - oo m e
------ CTTTTRRCCRGGCTTCCTGCT TATGTCCTTAAATAAT ATCAAAGGTCA - - - - - - - - - ot oot ..oooLoLoLoooLoLoo.oo...
ATBAGC- - - - - -- GCTTI!CT GCTTATRTCH- TAAATAAGTATCAAAGGTCA=- = - === -« - - ACAAACAAACTCACITTCARTTTATAATATJAGTAAGA
ACTAGCTTTTACCGGGCTTCGCTCTTATGTCCTTAAATAAGJATCAAAGATCA- - - - - - - - - - ACAAAJAAACTCACTTTCACATTTATAATATTAGTAAGGAT
ACTAGETTTTACCGCGGCTCG|TCGCTTATGTCCTTAAATAAGTATCAAAGHTIA- --------- ACAAACAAACTCACTTTCACATTTATAATATTAGTAAAA
ACBTGETTTTACBGRGGCTTTGCTCGCTTATGTTCTTAAATATBTBTCAAAGITTA- - -« - -« - - ACBAACAAARTCARTTTCACATTTATJATATTAGTABGGAT
ACBAGC - - - - - - oo oo CETRAATAAGTATCAAAGGTCA- - - - - -« - - - ACAAACAAACTIACTTTCACATTTTAATATTAG AATTGAA- - - - -A--TRETETE - - - - - - - - - - - oo oo
ACTAGE- -~ --mmm e o TTATRTTCTTAAABAARTATIRAAAGATCA- - - - -« - - - - AAAACAAACTCACTTBCACATTTATAATEBTTAGTAAGGAT MEERT T TABACEA TEAT TATH @ ATTRTETG- - - - - - - ---------------------
o Y CAAACAAARTIICTTTCHCATTTATAATATTGEBAGGAT ATARTARGHABTANT - - AAA
ATTAGC - = = = = = m = m o e e o e e e e e e e oo AAATAAGHEABCABAGETCA- - - - - - - - - - ACAAACAAACTCAB- - - - - - ATTJATAATATTAGTAAGGAT - - - - TTAA- - TATT TTHREAARTART - - ABA
ACPAGCTTTTACGCGGCTTCGCTCGCTTATGTCCTTAAATAAGTATCAAA - -« -« -« -« - - - - - - ACAIAAABTCBCTTTCACATTTARARTATTAGTAAAAAT TTREGEATABTTAAA
ATTAGETTTTACCGCGCTRCGCTCGCTTATGTCHTTAAATAAGTATCAAAGGTTA- - - - - - - - - - AAAACAAACTCACTTTCACATTTATAATATTART - - GAATITGE - - - - - - - - - - - - e oo
ACAGC- - - - - - - GCGGTTCGTCACTTATGTCTTAAATAAGTATCAAAGATTA- - - - - - - - - - ACAAACAAACTCACTTTCACATTTATAATATTAGTAAGGHET TEAAATATT TTTEAATETCEA - A BACTECATARTTEBECAACARTTAAAA
ACBAGH------------- TCEWCTCGCTRATGTTCTTAAATAAGTATCAAARTCA- - - - - - - - - - ACAAACAAACTIACT TTACATTTABAATATTABTARGCATGTAA- - - - - - - - - - TTT--cmmmmmm == - CTETHTA----- AAATAMT - - AAA
------------------------------------------------------------------------ TATRTTRT TAAARARG TATCABAGATTA- - - - - - - - - - AJJAAABAAACTRACTTTCACATTTARAAJATTAGTAAGGAT e e e e e e
THT- - TATRACPAGCTTTTACCGCGGCTTCGCTCGCTTARGTTCTTAA- TAAGTATCAARGGcA- - - - - - - - - - ACAAACAAACTGACTTTCACATTTATAATATTAGTAAGCRT ------ - - -TBABTGT TG TR - ------ - - oo
T----TATBACTAGC - - - == - = - o s oo e e e e e oo - TTATGTCHTTAARTAARTABTAAAGGTCA- - -« -« -« - - ACAA- - - ----- ACTTTCACATTTATAAJATTAGTAARIGAT TTAAAATATT TTTRAAATETTEE - A BA T TG TATABRT TREGCAATART - - - - -
---------------------------------------- BrTRacTAGCTTTTACCHCGCTTCCTCACTTATGTCCTTAAATAAGTATCAAAGGTBA- - - - - - - - - - ACAAACAAACTJACTTTCHCATTTATAATATTATAAGGA e - T TATAREAGEAAATART TAAAA
------------------------------------------- ATEARE- - - - - - -@cGGCTTTGRTCGCTTATHTCCTTAAATAAGTATCAAAGGTCA- - -« - - - - - - ACAAAIRAACT CACT TTCAAT T TATBATAT TAGTAAGGAT - = - = - = -« x et s s sttt ot i
------------------------------------------------------------------------------- TTEAATAGTATCAAAGGTTA- - - - - - - - - - ACAAACAAACTCACTTTACBTTTATAATATTAGTAAGGAT e e
----------------------------------------------- A.—————————————————————————————TTAAATAAGTATCAAAGGTIA——————————ACAAAIAAACTCICTTTIACATTTATAATATTAGTAAGGAT
ACTAGCTTTTACCGRRGCTTTGCTRGCTTATRTTRTTAAATAARTATC-AGGTCA- - -« - - - - AAAACAAARTCACTTTCACAJTTATAATATTAGTAAAGAT A s s m e e e e
ACTAGC-=-----=mmmm=- GCRCACBTATGETCTTAAATAAGTACAAAGGTCA- - -« -« -« - - ACAAACAAACTCACTTTCA-ATTTATAATAJTfGTAAAGAT TTAAAATATT AATETCTATA BTCTETATARGATRAAATEET - - AAA
ACTAGC-=---=----- GGClTCOlTCBCBTATGTICT TAAATAAGTATCAAAGGTCA - - = - =« =« = - = - s oo oo =t ot oL L L L Lt Lol
----------------------------------------------------------------------- TRATRTccTAAATAAGTCAAAGGTCA- - - - - - - - - - ACAAACAAACTCACTTICACATTTATAATATTAGTAAGGATITTAAA e
--------- LYY e ABEABETTTATATHACTAG ————————————————————ITTAI!TCI!TAA.AAGTATCAAAGGTCA——————————ACAAACAAACTCACTT A AR T T A AT AT - - - - e oo
----------------------------- GRRARTTITA- - -WATTAR Tl T ABcGcGeeTTCGCTCGCTTATGTCCTTAAATAARTATCAAAGGTI- - - - - - - - - - AfJAAACAAACTCACTTTIACATTTATAATATTAGAGGAT

----------------------------------------------------------------------------------------------- BcrcA----------ACAAACAAACTCACTTTCACATTTATAATATTAGTAAGGAT
-------------------------------------------------------------------------------------------------------------- ACAAAAAACTRACTTTCACATTTARATATTAEAGGAT
G- - BcArBBAAABTCACTTTCACATTTATAATATTAGTAAGGAT

------------------------ A GRETWT-------WACTAGCTTTTACCOIGGCTTCGCTCGCTTATGTCCTTAAATAAGTATCAAAGATCA- - - - - - - - - ACBAACAAACTCACT TTIRARAT TTATAATAT TABTAAGAA - - - - - c e m et oo
------------ CBAAARA A CREA AR TRl T TAATATACTAGTTTTACCGHIGCTTCGCTCACTTATGTCCTTAAATAAGTATCAAAGGTCA- - - - - - - - - - - - - -ACAAACTCACTTTCACATTTATARTARTAGEEAGIET
----------------------------------------------------------------------- TTAT----TTAA-TAAGTATJAAAGGTCA- - - - - - - - - - ACAAAJJAAACTCATTTCACATATAATATTAGRAAGGAT
-------------------------- Al l-------ParTaceTTTTARcGCGGCTTCGCTCGCTATGTTIRTTAAATAAGTAJCAAA - - - - - - - - - - - - - - - ACAAACAAACTACTTTCACATTTATAATATTAGTAAAT
------------------------------------------- ACTAGCTTTTACCGCGGCITCIiTCGCTTITITC TTAAATAAGTAT -« =« =-c--u-u-u-o- - -ACAAACTCACTTTCACATTTATAATATTAMTAAAAAT
------------ ATETAABAA T T TACETE TT AR T T TAATATEECBAGCTTTTACCGCGICTTTGHTCACTTETGTTCTTAAABAAGTATCAAAGGTCA - - - - = - = - =« s - oo oot oo oL oo
-------------------------------------------------------------------------------------------------------------------- AAACTCACTTTCACAT T TATAAT AT TA - - & & o oo m o e oo oo o e o e f o e o e e e o e e e e e e e e e e e e e e imim i e
-------------------------------------------- AT AG - - - - - o m s et - ACAAACTCACTTTCACATTTATAATATRAGTAAGGAT
------------------------------ GRTRT-------WacTAfic-TTTACCGCGlTTCGCTCGCTTATGTClTAAATAAGTATAAA - - - - - - - - - - - - - - - ACAAACAAACTCACTTTCACABTTATAATATTATAAGGAT
-------------------------------------------------------------------------------------- TATCAJJAGATCA- - - - - - -« - - - - - - AJIAAACTCACTTTCACATTTATAATATTAGTARBAART
-------------------------------- WWr-------BaTBAGC--------CGCTTBGCTCGCTTATGTTCETAAATAAGTATCAAAGGTCEB- - - - - - - - - - ABAAACBAACTCACTTTCACATTTATAATATBAGTAARAAT
-------------------------------------------------------------------------------------------------------------- A-AAACAAACTCACTTTCACATTTATAATATTAGTAAGGAT
--------- TRA-GTTEABAA THTABTTTT B8 BB TATATBACTAGC -~ - - -aeee oo oo - - TCHCCTTAAATAAGTATCAAAGGTTA= - = - = - - - - - ACTHGABA A BB C AR TBITCA- - - - - - o c oo
--------------------------------------------------------------------------------------------- AAGGTCA=- - - -------ACAAACAAACTCACTTTCAATTTATJATATTAGTAAGGAT GAATAMT - - AAA
----------------------------------------------- AGCm = m s m e el ACHB- - - - - - - -ACTTTCARATTTATAATETTAGTAAGGA AAACGHT - - AL
AAAATAAGABIBA - - - -« - oo e BATTAR- - TTAAABAABTATCAAAGGTCR---------- ACAAACAAABTCACTTTCACATTTATAATATTAGTAARAA
----------------------------------------------- A - - - s s e AGGTT@- - - - - -ACAAAAAARTCACTTTCACATTTATAATATTAGTAAGGAT
-------------------------------------------------------------------------------------------------------------- ABAAACAAACTCAITTTCACATTTATAATATTAGTAAAGRT
------------------- AT T ARCREE AT W ----BATBACTAGC- - - - e - - - [ICAAACAAACTCACTBTIRACATTTATAATATTAGTAAAA
--------------------------------------------------------------------------- GTCCTTAA-TAAGTATCAAARIG T TA - - - o oo AC - - - o o ot ot ot i it et e o o et o e b e e e b o e e e e oo
---------------------------------------------- TAGW------------TTTGCTCGRTTATGTCTTAAATARGTATCAAABATCA - - - - - - - - - oo oo oo oL oooooooooooo.
ACAABTGAAC-IH T TTCACATTTATAATBTAGTAAGGAT - - - - - - - - s m o m L
ACAAACAAACTCACTTTCACATTTATAATATTAGTAAGGAT TAA-T
ACAAACAAACTCACETTCACATTTATAATATTATAAGGHET T----ATRTTHET
ACAAACAAACTCACTTBCACAIBTATAATATTAGTA - = - = - = - oo - - -
ACARATAAAT T AT T CACE T TATA - - - - - o e e

ACAAACAAACTCACTETCACATTTATAATATTAGTAAGGAT
ACAIACAAACTIACTTTIAIAITTAT—ATATTAITAAIAAT

--------------------------------------------------------------------- GCTTATRTCCRTAAATARGTATCAAAGGTTA- - - - - - - - - - AAAABATACTIER
----------------------------- B I-IIII

TAAAIAAGTATCAAAGGTCI --------------- CAAACTCA
ACTAGC - = = = = = m = mmmmmm e e e e o ATGTCCTTAAATAAGIIATCAAAGGTCA - - = - - - - - s - s oot L Lol
------------------------------------------------------------------------------- TTAAATAAGTATIBAAGATCA - -« - oo o Bl - - - - - - - s oot LLLoLoLolioooo.oo.
EIAACAAACTCACTTTIAIATTTATAATATTAGTAAIGAT

---------------------------------------------------------------- ACAAACTCARTTT AGGAT

ACATTTATAATATTAGT
AC AACAAECACTTTCACA.TATAATATTA AAGGAT

AAAACAAA CACTTTCAIATTTIT.TATTAGTAAGGAT
CAAACAA CTCA;EITIACATTTATAATATTAGTAAAA

ACAAAIAAA CAC TTCACATTTITAATATTAGTAAGGmTTA-— - - —ITT.TTITG_T.T.TACG.T.AAA-TAIAA

------------------------------ T - - BT - - - - AGC- - - e e RCAAA - - - - CTCARTTTCABAT TTETAATATTA - - - - - - s o - ot oo o ool
------------- .AAAITAT.A-A AMT - - - —TATIACTAGCTTTTACCGCGGCTTTGITIACTTATGT.TTAAATAAGTATCAA.AICA— oo —ACAAACIAACTCACTTTCA ATTTATAATATTAGTAAGAAT-TTAAAATATTITTITTTIAA-—IA.CTICACAITT.GAATAIT— - AAA
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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 389 bp

size: 389bp; fragments: 468; full length: 10 (>=350.1bp)
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fastab.bed ufbed g Lbed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 695bp; fragments: 433; full length: 0 (>=625.5bp)
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divergence to consensus (%)
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size: 394bp; fragments: 481; full length: 16 (>=354.6bp)

TE: rnd_4 family 647
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Before TEtrimmer ORF and PFAM domain plot

ORF1

Bl ORFs
B PFAM domains

50

100

150

200

250

300

350




[E consensus before TEtrimmer (bp)
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