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1 MSA length = 6628
IATI ---------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - - - - - - - - - - CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTAC——AIT ATAA- - - - T——AAA IAC TGT T ----TAT-AAAA-ATTTA-T
-------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT----------CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATAATETTAA ATTTAAAIA AAC —ATGTATCAAAA—ATICAAT
IATAA— —AATTAGTITCAT ------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - - - - - - - - - - CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACA---TTTTAAA TTTI— -GAATAAT T AATITATC.AA ------- T
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-------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT == - - - -« - - -CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACA- < -«-=-=----c-c--- - AACHGRGTA- - - - ----AAAA-------T
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-------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - - --------CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACA-------------TTAAABATARCHTITA- - - - - - - - AAAAGATTTAAT
CATAATA- - - - m e o e o - TATTTTGAAAGTIRCTTR- - - - - - - - TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTAT TAACAAT = = = = = & - & o oo oo oo e e o e e o f o e o f o e o e o e e e et o e o e e mimimeeiea oo TAA- -« c o e e e e oo TAAA- - - - - - AAAAG- - - - - - -
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TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT === = == = = - - CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACAJAATTAAAATETTAAA AAA-GTCIﬁAGG.T“
------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT =« - - -~ -CATGGCAACAATCGAGTAABTA- - -« - - - -cmmmocae e S TTTTAAA - - - - - - AAATGTIRT - AlBBA -GTTC
TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTAT TAACAAT = = = = = & - & & & o oo oo m o m o f o m o e o e o e o e o e o e ot ot m e o e o e f e m e o et e o ettt ot ot ottt ot ot e e e e e e e e oo oo
-------------------------------------------------------------------------------------------------------------- CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATAA-TTTEMATAR- -ATAAATAATITIREEAAANG - - - - AAAACATTTART
TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - = - ---=--- CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACA - - - -«---- TAT ITlAAIGTIT—A.AGAITCAAT
TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT
N TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT
TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT

---------------------------------------------------- TCETIHEEACCAAACAAATGCTTATTCAGTAAACTCTGCTATTAACAAT = - < - - -« o c o m s o m o m ot AATHTHBTAAAT -BATC- - - -GGTRCA- -
------------------- TATTTTAA---------ABGAAAAA TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT -~ --------CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATTATTTTAAATTTT----- —AATI ITA ITIIATCAAAA—ATTCA—T
TAT A e« o o s o e e oo TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTAT TAACAAT = « = = =« = - = & & o oo oo m o o o f o e o e o e o e o e o e o e ot ot m e o e f ot o e m e o et e ottt ot ettt ot ottt ot o o e b e e e e e e oo
----------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT ----------CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATAMITTATAAATTTTTATGAA - AAT A----T@T---FA-ATHTA-T
------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT == == - - - - - - CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATTITTTTAAITATTTITAIATAA‘ ITAAITGTATCAALGATTT.T

TGTGGTGCAACCAAAICAATGCTTATTCAGTAAACTCTACTATTAACAAT
-------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT
TGTGGTGCAACCAAACCAATGCTIA.CAGTAAACTCTACTATTAACAAT

TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT
TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTGCTATTAACAAT - - = == = = = - - IATGGCAAC.TCGAGTAATCATTTACITGACCCTAAACACATTTTTACA ------ TAAATAITTITAAATIAT T TAAAIG ATHAAAA - - - - - - - T
TIAAT T AA - AITTAAT

TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - = - ---=- - - CATGGCAACAATCGAGTAATCATTTACATGACCCTAAACACATTTTTACATTATTTABIBTATTTATAAATAAC
--------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTAT TAACAAT = = = = = = & & & & o oo o m m o o o f o f o e o e o e o e o e o e ot m e f e m e m e m e m e o e m e ottt o ottt ot ot ottt oo e e e e e e oo oo
-------------------------------------------- TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT - - - - - - - - - -CATGGCAACAATCGAGTAATCATTTACAfJcACCCTAAACACATTTTTACATAARTAAAATATTY- - AABBAAT AATGTIARAA - ATTTAAT

TOMAGA- - - - e e TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTAT TAACAAT = = = & = & @ & o oo oo oo o e o e o e e e o e o e o f o e e e e e o e oo m e imimieiea oo TAATTTAA- - - - == - - - - AAT-BTGTAGTAAT- - TATCAAARC- - TTAAR
TABTETRAAAGT - - - oo c oo

AA--GCBCR----------

AA.G B —AAIAI ......

-------------------------------------------------------------------------------------------------------------------------------------------------------------------------- AAATGTATIAAAA———TTIAT
TGTGGTGCAACCAAARCAATGCTTAT THAGEAAACT CTGCTATTAACAAT - - = - - - oo st s s et e o oot oo oot oot oo oo oo oo oo oo AATRTIATA - oo oo e e

TGTGGTGCAACCAAAMRCAATGCTTATTCAGTAAACTCTGCTATTAACAAT
TGTGGTGCAACCAAA CAATGCTTATTIAGIAAACTCTGCTATTAACAAT
———————————— TGTGGTGCAACCAAACAAATGCTTATTCAGTAAACTCTACTATTAACAAT
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 6628 bp

size: 6628bp; fragments: 357; full length: 19 (>=5965.2bp)
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size: 6932bp; fragments: 357; full length: 17 (>=6238.8bp)
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size: 2299bp; fragments: 3157; full length: 1 (>=2069.1bp)

TE: Itr_1 family 487
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After TEtrimmer ORF and PFAM domain plot
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E consensus before TEtrimmer (bp)
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