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TAATAAAA TGTTTA GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA---------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTCAACA

TIAIA
-------- TGTTTA GTCATTCAGTGTTTTTATTGTITTCTGTTTTCCTATTTTTA——————————TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCT CAACA ACBTTTA-G

GTCATTCAGTGTTTTTATTGTE@TTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAG-AATAGTTCAATCTHCAACA ATTT- - -
GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACAGEE - - - - - - - - - - - - - - = = - = = - = s - e oo e oo m oo oo oo o - -
GTCATTCAGTGTTTTTATTGTITTCTGTTTTCCTATTTTTA —————————— TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACAN - - - - - - - - - -
GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHECAACA
GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
TGTTTA GTCATTCAGTGTTTTTATTGTITTCTGTTTTCCTATTTTTA —————————— TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
TGTTTA GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA--=-=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
GTTTA GTCATTCAITGTTTTTA—TGTTTTCTGTITTCCTATTTTTA —————————— TAATACCTCTGAGTAATACTATCAACAAAGAAAIAGTTCAATIT CAEIA
C

TGTTTA
- TART- - - - TGTTTA
—IAATAAA— TGTTTA
CTAAT - - - - - - TGTTTA
-------- TGTTTA
TGTTTA

4 4 4 4 4 4 -4 -4 4 4 - -

> > > > > > > > >

-------------------------------------------------------------------------------------------------------------- TAATACCTCTGAGTAATACTATCAACAAAGAAABAGTTCAATCTHICA
TGTTTAGTBGTCATTCAGTGTTTTTATTGRTTTCTGTTTTCCTATTTTTA -« -« == - -- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTIICAACA - - - - - o e e e e e e e e ee e e e o s
TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTCAACA TTGTTTTATT A
TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTCAACA
TGTTTABTEGTCATTCAGTGTTTTTATTGTTTCTGTTTTCCTATTTTTA -« -« -« - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCT
TGTTTABTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - == - == - = - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGT TCAATCTRICAACA - - - - = & - o 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 o
TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - - - - - == - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTECAACAIIN- - - - - - - - - - - - - -BABEA AT T TR G - - - - ---- - --
TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - - - - - == - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTCAACAREEE - - - - - - - - - - - - - TAACGHEE AR BT THAE BTN - - ---------
A T TCAAGBA- - T- TGTTTABTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - == - == - = - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTCAACA - - - - - - - oo o - - - ATTT----A
A T e e AAA - - e e e e s TGTTTABTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA- == - == - = - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTICAACAIM- -CATTTGTCTTATT-A TTT----
A TTET- CABAAR- - - - TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCT AACAlTTITTTA— -TTA-BAA ACGETEA - A
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---------------------------------------------------------------------------------------------------------------------------------------------------------------- —C—TTTA———I
- - TGTTTABTEGTCATTCAGTGTTTTTATTGTTTCTGTTTTCCTATTTTTA -« -« - - - - - TAATACCTCTGAGTAJJTACTATCAACGAAGAAATAGTTCAATCTICAACA - -TTRA- - -TAT- -
TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - - - - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTIICAACAIEEE - - - - - - - - THTAT-AA
- TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - == - - TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATCTICAACA
TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - == - - TAATACCTCTGAGTAATACTATCAACGAAJJAAATAGTTCAATCTHICAACA
TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - - - - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTICAACA
TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - - - - - - - - TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTMCAACA
TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - == - - TAATACCTCTGAGTAATACTATCAACGAAJAAATAGTTCAATTIICAACA
TCAAARA- -T- - TAATAAAA TGTTTAMTEGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - - == - - == - - TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATCTICAACA
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-------------------------------------------------------------------------------------------------------------- TAATACCTCTGAGTAATACTATCACAAAGAAARAGTTCAATCTCARBCA
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TGTTTA GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA---=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA
TGTTTA GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA-=--=------- TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAATCTHCAACA ——TATTTATTTIATTA
TGTTTA GTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA---=------- TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATIT CAACA TTITTIAGTTTAITA

- - - -GAAAA - ARAAT TRATTT TTA- ------- TGTTTABMTEGTCATTCAGTGTTTTTATTGT TTTCTGT T T TCCTAT T T T TA - = = - s m m s e s e e e e e ot e i e i m i e e e e memmemmemmemmemmeemeemeooo - - - TAA

-------------- Cl|AAAGAAT - ---G TGTTTABTEBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACGAAGAAATAGTTCAAT CAACA ey
TTAAAERABTA TEAgGAAA TGTTTARMTBGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA - == - == -« - - TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATITIICAACA ATTTTTA- -
-------- TGTTTABMTRGTCATTCAGTGTTTTTATTGTTTTCTGTTTTCCTATTTTTA----------TAATACCTCTGAGTAATACTATCAACAAAGAAATAGTTCAATITIMCAACA ACTTTT-TA
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-------------------------------------------------------------------------------------------------------------- TAATACCTCTGAGTAATACTATCAACAAAGAAAIAGTTCAATCTICAACA

---------------------------------------------------------------------------------------------------------------------------- AATACTATCAACAAAGAAABAGTTCAATCTCAACA
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size: 6055bp; fragments: 202; full length: 39 (>=5449.5bp)
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size: 6356bp; fragments: 201; full length: 34 (>=5720.4bp)
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TE: Itr_1 family 646
size: 5570bp; fragments: 82; full length: 39 (>=5013bp)
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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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