Start crop Point End crop Point

1 MSA length = 4139
L - TCGATTTGGGGTCCCTTATATAGGAAACAGAAAATTTTCAATGTTAAAAR- - -TT------- BB TTAT---A-C----TART--TTAAAT--A----
TATEBABTAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - - = - =« =« &« s - oo oot oo L ool

AATCTATTACAAATIITATGAAATATTAATATARTT-T
faTTaTTACAA- TAIAAAiACT— - -BRTTTTTT

A-mmmm-- A---TERTATGAAARATTEATABATT- T TATAATATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACAT T = - = = = = = = = = = & s & e o e o e o e o e o e m et e o et e o et e m et e o ot ottt ot o o b e b e o b b e bt e e et e e oo oo
BorTTAR-AcArABTIIATGAARACTAATATARTT - - T- - AAAJIAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - - - - - - - - - - TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR- - -TRTT----- ATTTTTRTTAAA- - TAAATAGT - - TAABCAAA - - T
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AATTTRTTCATEATTTRAABT - - - - - TAABTRBATC- - - - - - oo - -
- -TBTE-TAATTTTATGAAAT - = - = - = - - - - - - IR <1 1 1 R - 5 1 TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR- - - - - - T
————TITI—TAATTTTATGAAAT ------------ IR <1 1 1 R - 5 TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR- - - - - - I
AATCTATTACAAATIITATGAAATATTAATATARTT-T T-TAAAATAAAAATTCACAGTCCTTTACAAAGATGCAACCGOMGGGACATT - - - - - - w oot oL ool
------------------------------------ TETAAAATAAAAATTCACAGTCCTTTACAAAJATGCAACCGGGGGGACATT- - - - - - - - - - TCGATTTGGGTCCCTTATATAGGAAACA - - AACATTTTCAATGTTAAAABAATIRTTTTTATTATTITATIANAT - TAAARAART-- - - - - - - - - =TT
-------------------------------------------------------------------------------------------------------------- TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR TR T TATTABI T TATRABAB T AAATIRAT -ATTAA- - - - - -CT
--------------------------------------------------------- AAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - -« - - =---TCGATTTGGGGTCCCTTATAT -~ --------AACATTTTCAATGTTAAAABAA-TTTTTCAlTARTTTTETTAAATCTAAlTAAR- - TTAGACA- - - -TT
AARTRATTA - - -TTTTATG AR TATAATETARTTTTT T TATABTATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - - - - - - - - - - TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAA ——TTTTTITATTATTTTAITTAAAT—IAAATAAI——CTGAATAIAAA——
-------------------------- AATETATTTTTT T TA----ATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACAT T = - = = = = = = = & = & s & e m e o e o e o e o e o et e f et e ot m o o ottt ot ot ot o o o b b e e e e e e e e e oo
AARTACAATIRBATTT - - T TATHAAATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - - - - - - - - - - TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAM- - - - - TTTTATTETIRT T T TAAA - - CAABTAGTTACCG-ATAAARATT
--------- TAATTTTATG-AAT - =---------- C A----BBAAAAATTCACAGTCCTTTACAAAGATBCAACCGGGGGGACATT - -« - --TCGATTTGGGGTCCCTTATATAGGAAACETGEBCE- - - - ----------- TTT--CA TATTABBAAABTCAAA- < - - TR
AATTTATTA--ATTTTABCEAABACTABTA- - - - - - - T ATAAAATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT === ---=--- TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAARE - TTRTTTTATRATTT- - - - - AAA - - CAAATAABCETCGAATAAAAACT
ABTTTATTA- - -TTTTRTG- - - -ATTRATATATTRTTT R -1 - L TCGATTTGGGGTCCCTTATATAGGAAACAGAAACA - = - = = == == oo o mm e o - TTRTTTATTATTTTTATIAAA - - TAAATAAT - ATCGAACAAAA-CT
AITTTATTA———TTTT TG----ATT ATATATTITTT T TATAATATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - === === - - CGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAN- - - TTRTTTATTATTTTTATAAA - - TAAATAAT - ATCGAACAAAA-CT
AATCTAT-A- - - BT TABGABAT - - - AATABBTTTTTT T T-EAATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - - - - - - - - - - THGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAARA -BTT THETABET TTATEETATTTAFATAGET - - - - - ATAAAARCT
AATTTATEBATAATTTBATCEAAR- - - - - oo TT C ATAAAABAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT - -« - - - - - - - THGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR- - - - - - - - TA----TTITRTTAAAT- - -AA- - - - ACCAA- - - - AAA- -
AABTTATTA- - ---vo- - AAATATAACARATTT - T ATA--ATAAAAA CAGTCCTTTACAAAGATGCAACCGGGGGGACATT - === === - - TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAARAN-TTT----ATTTTRATT----- TEBATAGTTATTA-ATAAA--TT
AATTTEITITAATTTTATA— - - —ATTAACAT“TT T T TATAAAATAAAAA TCACAGTCCTTTACAAAIATGCAACCGGGGGGACATT ---------- TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAARA-TTTTTTCHTTARTIAATTAAATTTAAATIATTATTAGATAAAA - -
AATTTETTE- - - TTTTATA-AATATTAATATEEETTT T TAATATAAAAATTCACAGTCCTTTACAAARATGCAACCGGGGGGACAT T = - = = = = = = = & & & s m e o e o e o e ot o e o e m e m e o et e o o e o e ottt ottt o o ot o o e b e e e e e e e e e oo
-------------------------------------------------------------------------------------------------------------- TCGATTTGGGGTCCCTTATATAGGAAA - AGAAACATTTTCAATGTTAAAAMAATTT - - - CATTATTEIANTEBAT - ClATAATC T TAGARGIAAART
-------------------------------------------------------------------------------------------------------------- TCGATTTGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAAR- - -[lITl- —TATIATTEAITgl— - !I!IAATTATTAAI!AAAIA— -
AAT——ATTATAATTTTITGIAAI ------------- ATA-AAAATAAAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT
--------- TAA-TTTHTA- - -« oo e oo oo - C 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 b e b e b e bbb e bbb e e e e e e e e e e e e
----------------------------------------- AlTAT----- -AAAATTCACAGTCCTTTACAAAGATGCAACCGGGGGGACATT
--------- TAATTTTATG-AAT == == == o= - - - A----EAAAAATTCACAGTCCTTTACAAAGATIJCAACHGGGGGGACATT

TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAA ---TTTT-CAGTAT TTIATTAAATCTAAATAAT— - CTAAITGAA— ---
TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAA AATTTT.TA TETHET-TATTAAA-T - - - —TAGTTITTAAATG AAATT
TCGATTTGGGGTCCCTTATATAGGAAACAGAAACATTTTCAATGTTAAAARA-TTTTTTCETTA TIAATTAAATTTAAATIATTATTAGATAA AA - -

---------------------------------------------------------------------------------------------------------------------------------------------------------------------- TT-TRHAT- - -ABTT---------TAATT---------BAATT
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- TT-TRAT- - -A

---------------------------------------------------------------------------------------------------------------------------------------------------------------- A-TTTR- - Tl T TAT T T T TAT T e e e e
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AATTTTTTTATTATT -TTATHAAA- - THA-BAA- - - oo nm e oo
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 4139 bp

size: 4139bp; fragments: 6076; full length: 0 (>=3725.1bp)
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g _1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcIn.fa_aln

size: 5123bp; fragments: 3541; full length: 0 (>=4610.7bp)
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TE: rnd_5 family 384
size: 4207bp; fragments: 3363; full length: 0 (>=3786.3bp)
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF7 ORF1 ORF5 ORF3

DUF122§

500 1000 1500 2000 2500 3000 3500 4000




Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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