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TRTTRTATTTTTTARTTAT ATTATIT CATTATT ATACCA- - TACGTAAAAAACTATAACCCATGGGATTATGATCCAJJATTACAGGGC- - - - - - - - - - GTATGCABCACGGcBTTAGTATACGAAATliCCCATH CT@cTAA -
TTTETAATTTTTRARTT TTIT T CAITIT A AICC ------------------------------------------------------------ GTATGCACCACHGGT TTAGTA1CGATAAT CCCATCTGTGECAAATAT -AATTTITTGT GATA-TTAT CTACTAA TT
--------------------- TTETETEGGCACTEATGTEA CCm s = s m s s s e o e e e e e oo e e e --GTATGCACCACHGGTETTAGTATHCGATAATCCCATCTGTGACAAATAT -AATTTRETTGT- - GGJjp-TTAT CTACTAA TT
GGATTATRATCCATATTACARARC- --------- GTATGTACCABGHGCBTBAGTATACAATAATGICCATC =« === - - - - - - T-ATTTRTTHT GGCA-TTAT CTERTAA - -
-ATATT—AATAIGTAAAAAACTATAAC.ATGGGATTATIATICATITTACAGG!I ---------- B ARGTATIACGGGTETTAGTATACAATAATGCCJATCTGTGACAAATA TAATTTHTTA GAT|- TTAT CTACTAA
--------------------- ACTATTT CATTATTEETACHEABACTAAATACETAAAAAACTATAACCCARBGGGATTATGABCCATAT TABAGGGC - - - = - = - - - s - e m e ot e
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-------------------------------------------------------------------------------------------------------------- GTABBCATCARGGGTETTAGTATACGATAATGCCCATBTGTG - - = - - - - - - - CTAfTAANGCITT
BrrrrRraattrrTaAfT T TACTART TEARCATIA T TEIl T AGBATACCAAATAGTAAAAAACTATAACCCATGGGATTITGATCCETATTAAGGGC - - - - - - - - - - - TATGCACCAMGGGCRTTARTATICAATAATGCCCATCTGEJACAAATAT TAATTT CTACTAAIGCIAT
------------------------------------------------------------------ ATAACTCATIGGATTATGAcCATATTACAGIC- - - - - - - - - - - TATGTACCACIGCBTTAGTATACGATAATGCTCTGTGAJAAATAT TAATTT
TRTTETATETRTTA CATTATTETACEATA - CJAATACGTAAAAAACTATAACCCATGGGATTATGITCCATATTACAGGGC- - - - - - - - - - GTATRCACCACHGGCETTAGTATACAATAATIRCC -« -« ----- - -[@F- - - ABBTRT TATERRETT - - --------
TTERTETTTTHT CATRAT - - - e AJACTATAACTCATGGGATTATGATCCATBTTACAGGGC - - - - - - - - - - GTATGBATCACGHEBCBT TAGTATACGATAATGCCCATCTGTHGHEAA - - - - GGCAT-TAT
THTEEAAT ATTATTEEMTAABATACC- - - - - oo oo oo TATAACCCATGGEETTATGABCCATATTACAGGEC- --------- GTATETH THACEBCC AT TARTAT - -« e e GGCA-TTAT
-------- CATTATTMMTAGEATACCAAATACGTAAAAAfICATAARTCATGGRTTRTG ATATTACAGGGC----------GTATGCETCAGGCBTTAGTATACGATAATGCCCATCTGTIANAAATATIRNTAABTT CETATREAT
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-------------- BAACTATAACCCATGGGATTATGTECATATTACAGGGC- - - - - - - - - -GTATGCACCAJJGGGCETTAGTATACGATAATGCICATCTGTGACAAATAT S --TTT GGCA-TTAT
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---------------------------------------------------------------------------- GGATTATGATATATTACAGGJC- - - - - - - - - -GjaTGcAaccACGG - CBTTAGTATACAATAAlcCCATCTTRACAAATATIRT-ATTT GGCA-TTAT
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---------------------------------------------------------------------- CCCATGGATBATGATCCATATTRCARGGC- - - - - - - - - - —TATGCATCICGGGCITTAGTATACGATAATGCCCITCIGTGACAAITIT GGCA-TTATBBTECTACTIGGCREEA T
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-------------------------------------------------------------------------------------------------------------- GTATGCABTA -BBGCBT TAGTAT - -« o c e e CTECTTARAR- - - -
TTARTAATTTTTA TA AIACCAAATACGTAAAAAA‘ATAA CCATGGGATTATGATCCABATTACAGAGC - - - -« -« -- ITATGCATCA#GC TTAGTAI;AATAATGC ATCTTGAAAATAT CTACTAREGCIT T
TTTRTHTTRTT7A TAARATACCAAATACGTAAAAAACBATAAMTCATGGATTATGATCCATATTACAGGGC - == == - = - - - GTATGCACCACGGGCHETTAGTATIMGATAATGCC CTGTGACAAATA - ATTATE
TTTT TAATITTIA ------------------ ATAA CCATGGIATTATGAICCATITTAIAGGGC ---------- GTATGCACCACGGGTETTARTATACGATAATGCCCARCTR-------- - - B8N TAACCETEGCEATAT - - - - - - - - - - - - - - -
- -TTTIATTTTTTA ACC--------- BranracTaTaaccjaTcA ATTATGATCCATATTACAGGIi --------------------------------------------------------------------------------------------------------------
TTTTATATTT T TRABRTTEAT- - - -« - TETATATEE - - - - - - - - - - - e oo ACCCATGGGATTATGlTccATATTACHGG GGCA-TTATIETHcTARTAARGCEET
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------------------ AABICCATGAGATTATGATJATATTACAGAGC GJcBTTAGTATACGATAARBIICCATETGTGACAAATAT Clic8ccca-TTATE@TRCTACTAARACIlTT
ATACCAAATACIITAAAAAACTATAACCCATGAGATTATGATCCATAT GEGC---------- GTATGCATCABGGGCETTAGTATACAATAATGCCATCRBORG- - - - - - - (BTG T - - - - - - oo e - oo
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BARA TG TATTTTTRARTTGATAATTARTT TATTEEMTAABATEBCC- - - - - - - - - - oo oo - TAACCCATGAGABATGATCCATATTACAGGGH- - - -------- R e R
-------------------------------------- GJAAAAAACTATAACTCATGGGATTATGATCCATATTACAGGGC- - - - - - - - - -GTAJc TATCACGGGCTTARTATACAATAATCllCAT - - - - - - - - - - - - S
TTTTRTATTIT THAB THA TRATTATTTRABCATT- - T ATACCAAATACHTAAARAACTATAACTCATGGIIATTATIIATCCATATTACAGGGC - - = - - - = - - - GTATIBA TCACGICEBT TAGTATACGATIAT - - - - - - - - oo oo oo oo - T-ATTRTAATIE- - 7T TATTTET TTARTAARGEREA T
ITTTTITATTITTIAITIAT ATTATTTEABCATT--T ATACCAAATAC TAAAIAACTATAACTCATGGIATTATIATCCATATTACAGGGC ---------- GTATIEBATCACGHEEMC TTAGTATACGATIAT ------------------- T-ARTT TAATI— —TT-TATTTIT.TTAITAAIG.AT
--------------------- ATTATTTEABCATTATT GTATG- - TACGE - - - - - - e oo AATI- - - - - - oo
G CRAATTTRTTARTT@ATEATEATTT TATTATT M TATGCACCABGREGTIT - - - - - - - oo ool
---------------------------------------------- GTATGCACCACGGGTETacTAT cGATAATGCCCATCGJGACAAATAT
TATTTTTTA ECTITT CATH ------------------ AABCCATGGGATTABGATCCATAT TABIGGGC - - - - - - - e e e e e
TAATTTTTA TTATTTRABCATTAT TR TAABATACC - - - - - oo oo oo oot ATTATGATC-BTATTACAGAGC- - -------- GTATGCT C - s s e s e e e oo
TRTTTRTTABTTRAT-ATTATTTBAGCATTEE- - - TAABATACT -« - - v -mmom oo TATAACCCATGAGATTATBATHCATIMTACAGGGC -« -« - - oo CBTTAGTATACAATAATGCCCATCGTGAAAATAT
AATTETTA ATTATTITAGEATATC- - - - - - - o oo o - TATAACCCATGEGlTTATGATICATATTACAGGGC - - - - - - - - - - GjaTGCliccAfGGCl T TAGJATACAATAATGCCCABICTGTGACAAATAT
TTTTTTARTTRATERATTAT T - - - - - - - - - - TAGBATATJAAATACGTAAAAAACTATAACCCATGGGATTATGATCIBTATTAAGGGC - - - - - - - - - - Go = m = m o m e e e e e e e e e e e e e e e e e e e e e e et e e e e e e e e oo e e e eeeoaooo-
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---------------------------------------------- O m e m e m ot e .GTATGCACCACGGGTGT@AGTATECCATAATGCCCATTECRGACAAATA - AATTTHTTGT - GATA-TTAT cTACfaA
TAATTTTTART T TRACTARTT CATIJATTElTAGEBATACCAAATAJGTAAAAAACTATAACCCATGGGATTITGATCCETATTAAGGGC - - - - - - - - - - - TATGCACCAGGGCRTTATATICAATAATGCCCATCTGEACAAATAT TAATTTETTGT CTACTAA
TATTT T TARTCRATRACTATT CATTATTEMTAGEBATACCAAATACGTAAAAARCTATAA- - - oo oo TEATECATATTACAGGG- - - - - - - - - - TATGCAT = = = = = = = = o o oo e e e e e e e e e e e e oo oo oo CT@cTAA
TATTTTTARETRATRA T TATTT CATTATTITAA Commmm s m e e e e e e oo ATTACABAGC- - ------- GEATRCACCACGGITHTTABTATACGATAATG -« -« - - o e m e e CTACTAA
--------------------- TTARTT CATTATT GTABGCACCARGGGCETTARIBA - - - - - - - - - - - oo oo ool
TATTIRRRTAGECTATEATTATETTANTATTA . 0 TTAT TTACTAA
TATT!I!TA TCHUATEACTATT CATTATT GTATGCAT = = = = = = o oo o m o e e e e e e e e e e e e e e CTBcTAAR- - - - - -
TAATTTTTARTTRATHATTATTT ATTAT TGEEMAGEA TACC - - - - & o o oo oo o oo o e e b e e et TATGCATCACGGGCBT T - = - - c o s mm e e BAT - - - TI!CTA TT
CRATRATTATETHARTATTA A 0 TTACTAA TT
-------------------------------------------------------------------------------------------------------------- .ATGCACCAC.G1TTAGTATACGATAATGICCATITGTIAIAAATAT-T CTACTAA TT
CATTAT - - GBIATACC - - - - - oo oo e e e GTATATCACGGGTTTAGTATACGETAATGCCCATITGTGARAA TACTAA TT
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1.bed_fm_1.bed 0 0 _n.bed_g_1.bed fm 2.bed_0 0 _bcln.fa_aln.fa After TEtrimmer 278 bp

size: 278bp; fragments: 26; full length: 0 (>=250.2bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 591bp; fragments: 10; full length: 0 (>=531.9bp)
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size: 1108bp; fragments: 42; full length: 1 (>=997.2bp)

TE: rnd_5 family 2471
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Before TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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