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Barr@THTETTTE- - - - - AATTTAAAATT - -ABB- - - - - - - - - TGTGACAAATCTTTTCGGATTAATCACT TGTCTATGGTAGCGTGACTAT - - - - - - - -« -« oot m oo oo
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- ABAGTTTAAA-TB---------cmma o TGTGACAAATCTTTTCGGATTAATCACTTGI!TATGGGTAGCGTGACTAT -----------------------------------------------------------------------------------------------------
-BacBATRTTARM - - - - - TA- - -TAAAAT T == s = s s e m e memm e e o TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o e m e & ot e o oo m e m ot e m e o e m e m o f e f e e f e f ot e f ot e o e e m o e m oo i e e e oo meaocoaaeaoeaao
BAABATATTARME- - - - -T-----AAAATT - - - =-mmmmmem o TGTGACAAATCTTTTCGGATTAATCACT TGTTATGGGTAGCGTGACTAT - = - = - =« =« =« &« oo st oo oo oo oL oo oo
- ATAATTCAATATTTAATTTATTAAAT TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAMCOTGACTAT - - - - - - - -« -« s - oo s o s oo oot oo oo
- ATAATTAAAATT -« o v ocaea e TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o m m e o o e o e o e m e f ot e m o e e f et m e m e et et ottt e e m e e e m e m oo i e e eoemeamcoameaoeoao s
- -TEATTTABTATTTGATTTATTGAATT TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o m e o e o e m e f ot o e o f m e f o f f e m o o e m et m f e f e e f e oottt ot e o e e m i e m oo i e e e oo meaocoaaeaoeaao
----- —T———TTAITATTCAATTT.TA———— TGTGAMAAATCTTTCGGATBAATCACT TGTCTATGGGTAGCGTGACTAT - = - = - =« =« =« =« s - oo s oo oo oo
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TGTGACAAATCTTTTCGGATTAATCACTTGJCTATGGGTAGCGTGACTAT - -« - - - - - - - ATAATCTGTTAATAATATAAATAATAATATAAAGGAAATABTCTGTTACAAAATTAATTRTTAATATAAAAATATTTEAAGEATARARAA
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-------------------------------------------------------------------------------------------------------------- ATAATCTGTTAATAATATAAATAATAATATAAAGGAAATAATCTGTTACAAAATTTAATCTTTAAJJATAGATAARTTTTAAGAATEAAAAS
-------------------------------------------------------------------------------------------------------------- ATAATCTGTTAATAATATAAATAATAATATAAAGIAAATAATCTGTTACABGATTTAATTTTJAATATAAATAAATTTTABGAATAAAAAA
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-------------------------------------- TA- - - - TGTGAlAAATCTTTJCGGATJAATCACTTGTCTATGGGTAGCGTGACTAT - - - - - - - - - -ATAATCTGTTAATCATATAAATAATAATATAAAGGAAATAATCTGTTACAAACTTAATTTTTAGBAAAAATATTTTAAGAATAAAAAA
-BEAAACACEBBTTTTITTA - - - -BCBAAART- -ATTTATTA- - - - TGTGACAARTIRT TTTCGGATTAATCACT TGTCATGGGTAGCGTGACTAT - = - = - =« =« =« =« s - o f oo o oo oLt
------------------------ AAAATT--=-«-«------------MTGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT - - - - ------ATAATCTGTTAATAATATAAATAATAATATAAAJGAAATAATCTGTTACAAAATTTAATTTTTAATATAAAAATATTTTGAGAATAAAAAA
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A----TCAATATECGARTTABTGAA TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o m f e f o e o e o e m e m ot e m o o e f e f e e m e e m et ottt ot e m e e mm e m oot e e oo e meaocoamaa oo
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ABAAREATT TAAR--- - THA- - - - TGTGACAAATCTTTTCGGATTAATCACT TGTI- ATGGGTAGCGTGACTAT = = - = - =« =« =« &« s oo f oo oo oo Lot .t
-------------------------------------------- TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT - ---------ATJATCTGTTAATCATATAAATAATAATATAAAGGAAATAATCTGTTACAAARTTTARTTTTTAATAAGRAATARTTTAARAACAAAAA
AGAATG‘TAAITTAIAATTTAATC]TTAEITT TGTGACAAATCTTTTCGGATTAATCACT TTTATGGGTAGCGTGACTAT - - - - - - - -« -« s - oo n o f o oo
ARBACETT TAAT - == -=-=--- B TABATT TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o e f e & ot e o e o f m e f ot e m o e e m e f o m f e m e ettt ot ettt e o e e mm e m oo i e e e oo meaocoaaeaoeoao
-------------------------------------------------------------------------------------------------------------- ATAATCTGTTAATAATATAAATAATAATATAAAGGAAATAATCTGTTACAAAACTTAATTTTTAATGTAAAAATATTTTAAGAATAAARAA
-BAAAATATTA A----TTA TTTAATC ATCAAAT - TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o et m m e & ot e o e o e m e m ot e m e o et e m et e m o e e m et ottt ot e o e e m i e m oo i e e e o e meaoeoameaaeaao
-BacaaTEETA ATAA T AA ---------- AATT TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o e o et o e o e o f m e m o f f e m o e e m et f f e m e e f et ottt ot e o et mm e m o i e e oo emeaoaoaaeaoeaao
AAATARTA TAA T AAATI——ATTTITCAAATT TGTGACAAATCTTTCGGATTAATCACT TGTCTATGGGTAGCGTGACTAT - = - = - =« =« =« =« oo oo oo o oo oo oot oo
AGAATIRTTAINBGEREA - - - - - - - - - - - - - - BrrraTTAARTT TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o e o e m e & ot e o e o f m e f ot e m o m m e f e e m e e m et ot et ot e m e e mm e m oo i e e e oo meaocoaaea oo aao
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------------------------ TGTGACAAATCTTTTCGGATTAATCACTTGTJTATGGGTAGCGTGACTAT - - - - - - - - - -ATAATCTGTTAATAATATAAATAATAATATAAAGGAAATAATCTGTTACAIAATTIRATCTITAATATAAAAATATTTTAAGAATAAAAAA
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AAAA TGTGACAAATCTTTICGGATBAATCACT TGTCTATGGGTAGCGTGACTAT - = - = - =« =« =« =« s - oo s oo oo oo
AAAATAIEA TN A - AAT - - - - - - - - - -ATT---------@8----- TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCOTIMACTAT - - - - - -« - x o c oo o oo oo oo
- AAAITATTA TGTGACAAATCTTTTCGGATTAATCACTTGTCTATGGGTAGCGTGACTAT = = = = = = & = = & o e o et e m e & ot e o e o f m e m o f f e m e e e m et m f e m e e f et ot e m o e m e e e m e m oo i e e e iemeaocmaaeaaoaao
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size: 7840bp; fragments: 1079; full length: 0 (>=7056bp)
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TE: rnd_5 family 2686
size: 4470bp; fragments: 317; full length: 11 (>=4023bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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