Start crop Point End crop Point

1 MSA length = 4493 1
GT---o-mmmmmmn- TCAATTATCT TBABGACET AA- - - - - e e TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA - - - TTTGAATBACA
GTCGTAGAGTAAGTAG AA-ATTATATTARATG- - - - - - TCAAGACAGGACTCTTGACCGCCTTAAAAATTTCCAATCTAAATCAATCT === ---=--- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTAARCECHCEEN - - - - - - ------- - - A
GTCGTAGAGTAAGTAG AA-ATTATATTARATG- - - - - - TCAAGACAGGACTCTTGACCGCCTTAAAATTTCCAATCTAAATCAATCT - -« -« - - - - TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTT@AACATTAAGT - TTTTAGTATGGCECHAEE - - - - - - - - -- - - - - -
-------------------------------------------------------------------------------------------------------------- BT TTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT - TTTA
GTCGT -GjcjpAaTTAGHET AA-ATTBT AT T TGAT TT A - - o - e e e TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA
GTCGTAGAGTAAGTAGHTT AA-ATTATATTARATG- - - - - - TCAAGACAGGACTCTTGACCGCCTTAAAAATTTCCAATCTAAATCAATCT === ---=--- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACAT AT
GTCGTAGAGTAAGTAGHTT AA-ATTATATTARATG- - - - - - TCAAGACAGGACTCTTGACCGCCTTAAAAATTTCCAATCTAAATCAATCT === ---=--- TTTTTTGATAGTGGTTTIGACTTTGTTTTCCATTTTAACATI E TTTI
GTElTTRATAGTTAGRT AAGAT AABATBABATG - - - -« e e e TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACAT TAAGT - TTTTA - - c s s s e o e o e o e o e e emmeme e o s
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA e
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA - - -TTTGAATEACA
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGTATTTT ———TGTIAITIATA
--------------------------------------------- TTTAA————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————
--------------- TEAAABATAA - - TTABAT TABT TAAT TTAA- - - - e e e L TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGTATTTA AGTTGTAAACHEA -
--------------- TTAAGITIACABBAABA T TABT TA- -« -« - e e et L TTTTTTGATAGTGTTTGGACTTTGTTTTCCATTTTAACARTAAGTATTTA AGT————A
HrcfrTcAnBBAGTA TTAA TAAATTITATTARAAACT TAAJJCAAGACAGGACTCTTGACCGCCTTAAAAATTTCCAATCTAAATCAATCT -« -« - - - - - - TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAARTATT THAGTATAGGACTTGGA - - - - - - - AGTA--------
GTCGTAGAGTAAGTAG TTAAARTHAA -ATTATATTARATG- - - - - - TCAAGACAGGACTCTTGACCGCCTTAAAAATTTCCAATCTAAATCAATCT T == - s m s s s e s e mmmmmmmmmmecmemmemmeecemeeeemaeeaceeeao-a----TARPARETCHE OB - - - - - - - AAC A- A.TA
--------------- TTARABTIT CAAT TATCT TAIT TG = - = - = - = - s = s e e et et ot oo oo - - -TTRCBATEG- - - - - - - -
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA
--------------- TT T TG @A ATEATAAATE TR T CBTABATAGTRIBAA - - - - - - oo e e TTTTTTGATAGTGGTTTGACTTTGTTTTCCATTTTAACATTAAGT - TTTTA - - -TTTGAATEACA
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATT-TAACATTAAGT-TTTTA - ---AATHACA
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA - - -TTTGAATEACA
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGT-TTTTA
-------------------------------------------------------------------------------------------------------------- TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTAACATTAAGATTTTA
gr-------- AGGHABE T TH TAAAGABACCRTAATAB TIIABG- - - - - - - - - - - - o e e TTTTTTGATAGTGGTTTGGACTTTGTTTTCCATTTTABCATTAAGTATTTA AIAC

ATA AAGE T A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TA GAATHEACARTEARIEA ABA
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TE: rnd_4 family 637
size: 1686bp; fragments: 1588; full length: 10 (>=1517.4bp)
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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)

Dotplot

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