Start crop Point End crop Point

1 MSA length = 7490 1
-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA R I I I

AR - - - - - BT AT TRIA - - - - - - - - oo e e e e e e e e e e e e e e e e ee e TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACAIEM- - - - - - - - - - - - - oo oo oo o - - ATTARBETERRE - - -
GEMT - TAAARTATHT A----ATTATGATAAA- - TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - == = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TTGBGGTATTCTRTGA A
GEMT - TAAARTATHET A----ATTATGATAAA- - TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - = = = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TTGIGGTATTCTITGA A
AN - - - - - - TATTT - - -CAATTET -WTAGACG TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - = = = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TTATAGTIITTGTA- - - - - - - - - - A
AR - - - - - - ———CAATTIT—ITAGACG TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - = = = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TTATAGTITTGTA ------------ A
AT - - - - - ATT--ATTAT---=----- TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - = = = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TAATGGTA- == -« - - A
AT - - - - - ATT--ATTAT---=«---- TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATAAAC - = = = = = = = - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA TAATGGTA- == -« - - - A
AR - - - - - BT T T T T - - - - - - - 5 m o m o e o i i 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 eeiaaiaaaao TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA c e e cAGTA- - s e e e C
-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA c e e cAGTA- - s e e e C

-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA

-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA
ATT--ATTABCAAAAACG

ATT--ATTABCAAAAACG
ARG A T TAG- BT COACGRIBBT - - - - - - - - - - - - - - s TATTACTCTCAATTTTGGATTTJGTGCTCTCGAGCAGTAGTACCGATACA

-------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA
-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA

TTATAGTATTGTATATTATTAACATATTA
TTATAGTATTGTATATTATTAACATATTA

-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA

caAllG GEBETATAABBTABT THTABATTCABTIIATGAAAAGAA TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT-GATGAAC- - - - - - = - - - TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA
IGAAIG.GITATAAITAITTITAIATTCAITIATGAAAAGAA.TGTTCGAATACAATCAAACGCATTTGTTTTTTTTACTATTTT—GATGAAC ---------- TATTACTCTCAATTTTGGATTTGGTGCTCTCAAGCAGTAGTACCGATACA
-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACA
IAAAIA“TATA A ATT‘ FTIAITTITGATAGAC .TGTTCGAATACAATCAAACGCATTTGT——TTTTTACTATTTTTAATAAAC ---------- TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACA

GAAMG AAGTABAABT TETT - - -CAATTATATAAG - - TGTTCGAATACAATCAAACGCATTTGT--TTTTTACTATTTTTAATAAAC - - - - - - = - - - TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACA “TAGTA- - -TAAAT - == - - - - -

-------------------------------------------------------------------------------------------------------------- TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACA - -TAGTA---TAAAT - --------
TGTTCGAATACAATCAAACGCATTTGT--TTTTTACTATTTTTAATAAAC- - ===~~~ - - TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACATMGHEE - - - - - - - - - --- - - - -

TGTTCGAATACAATCAAACGCATTTGT--TTTTTACTATTTTTAATAAAC- - ===~~~ - - TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACATMGHEE - - - - - - - - - - - - - - - -

TGTTCGAATACAATCAAACGCATTTG----TTTTACTATTTTTAATAAAC- -~ - ==~~~ - TATTACTCTCAATTTTGGATTTGGTGCTCTCGAGCAGTAGTACCGATACA
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divergence to consensus (%)

size: 7490bp; fragments: 96; full length: 10 (>=6741bp)
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| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries
size: 7792bp; fragments: 96; full length: 10 (>=7012.8bp)
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divergence to consensus (%)

TE: Itr_1 family 256

size: 632bp; fragments: 48; full length: 42 (>=568.8bp)
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After TEtrimmer ORF and PFAM domain plot
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