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MSA length = 2341 1
AAARTTAATARTAACA BGA THATEBTEAAAAAGATICBBACE T TEECEATCA TBE THCET-------- < CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAA
A AATT-ATTTAICT ______________________________________________________________________________ CGAACACCACTCGCITATAAAAGITTTTTTACCACCCCCTCAIAAAAAAA

; —AATTTAATA-AAC ITTTAA ----------------------------------- CGTTCAIGCACGAAT ---------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACICICCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAA
AAAATTTAATATTTAACA TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT - = == = = = = - - CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA

AAAATTTAATATTTAACA TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT --=-=-=-=-=-~--- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
AAAATTTAATATTTAACA TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT --=-=-=-=-=-=--- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
AAAATTTAATATTTAACA TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT --=-=-=-=-=-=--- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
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AIAITITAA.TTTAITT

AAAATTTAATATTTAACA

TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT == == - == - - - CljA- - - - CACTCGCCTATAAAAGGTTTTTTACCACCCCTCAAAAAAAAAA
TTCEAAAATCTBTEGE C TAT TATEIMBAA - - - - - - - - o e e CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAA - - - - - - -
TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT - = == - == - - - CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
MAAT - - e e - T T B AA - - - - c el CGAACACCACTCGCCTATAAAAGG-TTTTTACCACCCCCTCAAAAAAAAA
TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGRAT- - - ------- CGAICACCACTCGCCTATAAAAGGTTTITTACCACCCCCTCAAAAAAAAAA

AAAATTTAATATTTAACA
AAAATTIAA———TTA CT

ACRBETT------ TTARET

CGTAAAA CCHTTRTI T T - - - - - - - - - - - - - o e e CGABCACCACTCGCCTATAAAA-GTTTTTTACCACCCCCTCAAAAAAAAAA

TCiIAA - - -AlA CITT THTITIAIA.AA-CGTAIAT.GIAAAAATGIT C - C.G.CGAAT ---------- CGAACACCACTCGCCTITAAAAGGTTTTTTACCACCCCITCAAAAAAAAA

------------ CHTAAAAT - - - - o TIATIT TAI - - - - - - - - - - o o oo o 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 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 e e
AAAATTTAATATTTAACA TTGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACIICACGAAT - - - - - - - - - CGAICACCACTCGCCTATAAAAGGTTTTTTACC- CCCljTCAAAAAAAAAA
AAAATTTAATATTTAACAMCAAMT TATAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT - = - - - = - - - - CGABCACCACJCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
AAGTTTTAATAG- - ------------ A----CHTABAGT---------- TTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT - - - = == = = - - CGABCACCACTCGCCTATAAAAGGTTTTTTACCACCCCCJCAAAAAAAAAA
AAAGEITT- - - - - TTAACTICAAITTGT AIAT ------------------------------------------------------------------------------ CGA CACCACI ------------- TTTTTTACCACCCCCTCAAAAAAAAA

----------------------------------------------- TAA - & - s m e e e e e e e e e e e e e e eeeeeeeeeaeaaaaao-oo----CGABCACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA

-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
--------- TATETAACTITAAGBCABAAAAT -« - - - - - CABBATIBT - - - - - - - - - IGAAACCACTCGCCTATAAAAGRITTTTTTBCCACCCCCTCABAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
ARGATTTEETATTTAATARTABE T TATE- - -------- B AT AT T - - - e e CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCJCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGG-TTTTTACCACCCCCTaanananafa

-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCICCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCJAAAAAAAAAA
---------------------------- AAITICTIGA————————————————————————————————————————————————————————————————————————CGAACACCACTCGCCTATAAAAGGTTTTTTACCICCCCCTCAAAAAAAAA

-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGG-TTTTTACCE- CCCCTCAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTC- - - - - - - AAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
AAAATTTAATATTTAACACAARIT TGTAAAATCCTAGACCATTATTTTAATTATTAAAAAAAGAACGTAGATTAGCAAAAATGATCGTTCACGCACGAAT - == - == - - - - CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCJTCAAAAAAAAAA
AAAATTT- - - - - TTAATALAITTATA ------------- T AT T T AA - - - e e e CGAACAMCATCGCCTATAAAAGGTTTTTTACCICCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCijAAAAAAARAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
AAAAT1AA ------------------- AAAT BB AR T T B T T - - - - - - - - - - - - - - - - o LlLlLiLooooo.o.-.
AAAATTMAA - - - TTABCTIRCAATBCGTAAAAR - - - - - - - e e CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAA - -« = = = - = o oo oo oo oo o -

------------ TTA!IAITAAr————————————————————ITTT.————————————————————————————————————————————————————————————CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCHCCTCAAAAAAAAAA
----------------------------------------------------------------------------------------------------------------- ACACCAITCGCCTATAAAAGITTTTTTACCACC!ICICIAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTGCCTATAAAAGGTTTTTTACCACcccTcanfjaafiaafa
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAA
------------------------- GA- - - - - e BT T T TAA - - - e ........_._._.-.---CGAACACCACTCGCCTATAAAAGGTTTTTTACCACCCCCTIAAAAAAAA
------------ TTAABARCEBEE- - - - - AART- - - - - e oo - - CJAACACCACTCGCCTATAAAARGTTTTTTACCACCCCCTCAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCAlCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCJCCTATAAAAGGTTTTTTACCARICECCTCAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGTTTTTTACCACcccTCAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACAJCACTCGCCTATAAAAGGTTTTTTACCACCCCCTCAAAAAAAAAA
-------------------------------------------------------------------------------------------------------------- CGAACACCACTCGCCTATAAAAGGT|TTTTACCACCCillAAAAAAAAAA
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size: 2687bp; fragments: 457; full length: 0 (>=2418.3bp)
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TE: rnd_5 family 3165
size: 1790bp; fragments: 465; full length: 35 (>=1611bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
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