Start crop Point End crop Point

1 MSA length = 3237
GTTTTTTTA- = -mm s e e e e e me e ot CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC - === -=--- - GATTTTTIGATAAT
GTTTTTTTA- - mm s e mm e e e e e o s CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC == === - - - - GATTTTTTTGGATAAATG
------------------------------------------------- TGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC----------GATTTTTTTGGATAGA
3 0 I 0 - W CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC === -=--- - GATTTTTTTGGATA[fA
GTTTTTTTAATAGTTGGGTGTAACTACCTTATTATAAGATCCTATTTCGTGTAATTITTAATTT TTRAABT TAATATAATATTTAACAGAACGTC == == - = = - - - GATTTTTTTGGATAGATGAA-T
GTTTTTTTAATAGTTGGGTGTAACTACCTTATTATAAGATCCTATTTCGTGTAATTITTAATITT.TTIAAITTAATATAATATTTAACAGAACGTC ---------- GATTTTTTTGGATAGATGAA-T
AT T A Trr@rrABAABE------- TR B BATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC- - - - - - - - - - GATTTTTTTGGATAGATGAA-T AlA
GTTTTTTTA = -cm s e e mmeme e s CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC - === -=--- - GATTTTTTTGGATAGATGAA-T ABA
3 0 I 0 - W CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC - === -=--- - GATTTTTTTGGATAATGM - T AlA
O 0 I 0 - CTTATTA-------- TATTECGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC- - - - - - - - - - GATTTTTTTGGAIAGA‘—T AGTEMA------------- - ABA
O 0 I 0 - CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC == === - -~ - GATTTTTTTGGATAGATGAA - THMG AAAGGTATAGACATTTTTT AlA
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAGATGAA - THMG ATAGGTATAGACATTTTTTAAATTTT- - - - e ABA
GTTTTTTTAATAGTTGGGTGTAACTACCTTAT TATAAGAT CCTATTTCGT - = = = = = = = = & s s m s m e o e m et e m e e ot e f ot e e o i e e e oemeaoemamaa o GATTTTTTTGGATAGATGAA - THEMG AAAGGTATAGACATTTTTTAAATTTT - - - ABA
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAGATGAA - THMG AAAGGTATAGACATTTTTTAA- - - -« - - -
GT T T T T T TAATAGT T GG = = = = = = = = = = = % & e m e & e m e & e e m o et et et ettt f et et et e e e e e e e e e e e e e eeeaaiaaoa GATTTTTTTGGATAGATGAA - THEMG ATAGGTATAGACATTTTTTA-ATTTT- - - A
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAAATG AT A A
----------------------------------------- ATAT T - - - - - - - - - e m e L GATTTTTTTGGATA-ATGAA - TEEG A
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAGATIBI- - - - - -« - === == - s s s mmmcmcocmcm oo A
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAGATGAA-T A
BEEE 7 AB TG T TATTABABGA T CEBA T T - - - - - - - - - GATTTTTTTGGATAJJATGHA - T A
---------------------------- T AT A - - - - o m oL GATTTTTTTGGATAAATIRRATT ARTEAARTATA- - - e e A
TATECGAE A B TEGCH---------- G T ATTARBA - - - - ATATTTC - - - oo e GATTTTTTTGGAJAGARGAA - T ‘AGGTITAIA A
GTTTTTTTA - = - c s e e e mmeme e o - CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTAACAGAACGTC - - - mm 2 mmmmmmmmmmmamemcameacemameecaeeacecaaccaaeaceeaee-a-------AcCcHOCE TH CHACEICECE B TCEECCEEN- - - - - - - - - -
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGABAGATGAA - TG A
----------------------------------------- CTRT TR - - - - - - - - L GATTTTTTEGRATARATGAA - TEEG A
O 0 I 0 - CTTATTA-------- TATTTCGTGTAATTGTTAATTTTGAAGTTTAACTTAATATAATATTTACAGAARIGTC- - - - - - - - - - GATTTTTTTGGATAGATGAA - THMG A
----------------------------------------- ATATEIBGGR - - - - - - - - - e e L L GA-TTTTTTGGATAAATHAA - TEEA A
BT TG T TG - - - - - - - - - - - - oo GATTTTTTTGGANAGATGAA - TG A A
-------------------------------------------------------------------------------------------------------------- GA-TTTTTTGGABAGATGAA - THMG - A A
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGETAGANGAAT TG e A Cee - A
-------------------------------------------------------------------------------------------------------------- IATTTTTTTGGATAIAIG——TT G e e A A
GTTTTTTTAATAGTTGGGTGTAACTACCT TAT TATAAGATC - = - = = = & = = & s & e ot m o e f e o f o et f e f o e f e e e o e m oo e meeomoaoeoamaa o GATTTTTTTGGATAGATGAA - THMG ATAGGTATAGARBTTTTTTAA- - T A ABA
GTTTTTTTAATAGTTGGGTGTAACTACCT TAT TATAAGATC - = - = = = = = = & s & e m e f o e f et f o e e et e m e e e m e e m o e m oo i e meeoemeaoeoaaaa oo GATTTTTTTGGATAGATGAA - THEMG ATAGGTATAGAITTTTTTAA— -T A ABA
O 0 I 0 - CTTATTA-------- TAT TTCGT = = = = = = = = s s m o m e m e m e m et f et e e e e e e e e e e GATTTTTTTGGATAANTGAA - TREATEARAAAGHTATARA - - - - - - - oo oo CTTA- - - - - ABACTTAR- - - - -
I GUCARATIR- - - - ----- - G ABMAATCET- - - - -
GHCABMTAAR- - - - - ---- - A ABABTTAR- - - - -
GEcABBTAAMTETAN- ---------------- A AlA
GEMARPAAAGT - = - - = - == oo o= - - - All- - ----- ABA
------------------------------------------------------------------ AlA
------------------------------------------------------------ GATTTTTTTGGATAGATGAA-T AR A
-------------------------------------------------------------------------------------------------------------- B-TTTTTTTGGATAGATGAR- T e A
------------------------------------------------ GT————————————————————————————————————————————————————————————GATTTTTTTGGATAGATIAITT AAAARTABABA - - - - - - - - - A
gro@--------------ea CCT@ARTATA------ TABG T - - - - - - - - - - rTTTTTTTGGATAGATGAA—T ATAGGTATAIACATTTTTTA -------------------------- A
-------------------------------------------------------------------------------------------------------------- ATTTTTTTGGATAGATGAA-T ATAGGTATAGACATTTTTTAA- -BTTA - - BTRAGT A
-T@T TR -- GTRTAGHE T ACTIBA TATBA - - - - - - - - oo s m oLl GATTTTTTTGGATAGHTABT AAABITATA - -« e e
GTTTTTTTAATAGTTGGGTGTAACTACCTTAT TATAAGAT CCTATTTCG T - = = = = = = = = & m s mm e e m e m o f e f e f e m e e f o e m e i e e oo e maeemameao GATTTTTTTGGAT - -« -« - = - w o w e e e e e
GTTTTTTTAATAGTTGGGTGTAACTACCTTAT TATAAGAT CCTATTTCG T - = = = = = = = = & m s m s m e ot m et e m e e e ot e m o e e e i e e e o e meaoemamaao GATTTTTTTGGATAGATGT THC@T------ - - BRGT TR TTAAR- - - - -
IT“TTA -------- BACTE TEECc T8 T T@TAACTEA- - - - - e e R T T GETTTTTTTGGATAGATGAA-T ATAGGTATAGACATTTTTTAA--TlTA-T
GT L L e e R GATTTTTTTHGARAGATGAA-T ATAGGTATAGACATTTTTHRAA- - - - -- ATTACCGA TTTGGTAAT TTTGTGTAAGAAAGAGAATRAT- - - - -
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGHARAAATAATT AAAARI T AT A - - o oo oo

-------------------------------------------------------------------------------------------------------------- GATTTTTTTG AIAAAT AATT I
-------------------------- BT T AT B - - - - s s e e B TTTTTTTGGATAAATIREA - T
-------------------------------------------------------------------------------------------------------------- GATTTTTTTGGATAJJTGlA- T

AAAAT AT A - =« m m ot m it et e e e e e e aeiaa e
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 3237 b P

size: 3237bp; fragments: 48419; full length: 16 (>=2913.3bp)
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, 3538 fasta.b.bed_ufbed g Lbed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries

size: 3543bp; fragments: 47261; full length: 10 (>=3188.7bp)
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divergence to consensus (%)

TE: rnd_5 family 3538
size: 3215bp; fragments: 55990; full length: 16 (>=2893.5bp)
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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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[E consensus before TEtrimmer (bp)
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