Start crop Point End crop Point

1 MSA length = 307 1

CABA--TGTTTGCTRAAATRAACATABA T THAG TIRT TBAGAGECTE- - - - - - - - - - - - e e L R e R EE T TAABAR----BTT----TTA TlTAAG
------ TTlTTGGC e A - S TGTTT T T e s e s TATAATABCAA e TAARBARTTTTATT - - - TTA - - - -TAAG
CARAR T TGT T TG T BT T T AT A G - - - - - - - - - - - - - - - - oo oo oL Loooooooo.o. A--CTABAGTTTT@TT----AT AAA
CAGAAT- -TTTRGTEAAATEAACA- - - - - - - - - - - - - TRAGAGERTHRGAG - - - - - - - - - - - - - - - ABTCBAABAACAAAAART AABBABGCTGTTTTT -« v e - - BATAATATAAATTAGT TG JGTAAATAAAAATAAAGACAATGGAAGTTAA- - ATAAMABTTTTATT - - - - ACA

CAGA——TG TGlT A TTCGGACAGGGAACCGCATTGGAAAAACAAAATTTAAABARB- - TGTTTTT------=--- TATAATATCAAATTARTTGTGTATITEAAAATAAGACAATGGAAGTTAA- - - TAARABTTTTATTAATTTTA

IAGAA—TG TTGGC AMAT THAG TG AGAGHE T TRGAG - - - - - - - - - - GAACHIGCATTJGAAAAACAAAATTTAAA GCTGTTTIE --------------------------------------------------------------- CTEBARE T THATTAAT - TTARATEA - - -« -« -« - v e e e e -
CAGA--TGTTTGGT A GAGTTGTCGCAGGGAACCGC - TTGGAAAAACAAAATTTAAARTCGTTTTR- --------- TATAATATCAAATTAGTTGTGTAAATAAAAATAAAGETAATGGAAGTTAA- - - TAARARITTTTATT - - - - TCA

CAGE- - TCRTTGGT A GAG----------- AAC.CATTGGAAAAEIAAAAATTAAA ABTCTGTTTTT---------- TATAATATCAAATTAGTTGTGTAAATAAAAATAARIGACAATGGAAGTTAA- - - TAABABTCTCATT - - - - TCA T
cAAA- -TTTTGGT A CEGTTGTCACAGGGAATCGCATTCRAAAARCAAAATETAAAGARBG CTT TT T T - - - - e e e TAARABTTTTATT - - - -TCA T
ClilA---TcT@TGGT A AGTTGTCAGAGGGAATCGCATTGGAAAAACAAAAT T TAGEABGEIG T T T TT - - - - - - m e e e AT-TAARGAR- -BCABT----TT T
CAGAA-TGTTTGGT ABATTHARTIIE TH A A AG - - - - - - o oo e e e e e e TTERABTTTTATT---TTTA T
WA----TTTTTGC A T I 1 0 S Gr-TAAGAGTTTTATT----TCAGABGTAGABEA - - - - - - - T
CAGAA-TTTTTGGT A ACT.TTTT ---------- TIABTATCAAACTAGTTGTTAAATAAAAATAAAGACAATGGAAGTTAA- - - TABARTTIICAR- - - - AT

CAGA--TGTTTHGT Y N e - --ATA T
cBcana T ATARTHRACCEARA . A CCCTERMGA - - - - - - ------------- - AAARICAABATTTAAABARGCTGTTTTT - - -ATABMGEGA - - - - - - - - - - - - T
IIAAIT TGIAT A GAG === === - = mmmmmmeo oo AAACAAAATTTIAAI IGCTITTTTT ---------------------------------------------------------------------- CTTATT----TTABEBT- - - - - T
CAGAA-TGTTTGGC ATGG TIEARRGGET AACCTG TGTGT - - - - - - - - - = - = - = s = o= o e m e oo Gr---------- TATAATATCAAACAAGTTGTGTATATAARAATAABGACAATGGIAGTTAA - - - TAANARTTTTATT - - - -ATARAJA - - - - - - - - T
CAGAA - TGIITGGTRAAAT - - - - - TGGTCACAGGGAACCHCATTGGAAAACAAARTTTAAEA TITITTTTT ------------------------------------------------------------ ATATA TEATTA--TATA T
BAcEACEBRTETCCTEAAGTEAACABEARA T THABEAG TEAGAGEC TIGAG- - - -« -« - - o s o s oo oo ABGCTGTTTTT-----=----- TATAATATCAAATAAGTEGTGTAAAT « -« -« o v o e me e T
-------------------------------------------- AAATTTAAANARG - TTT7T----------TATAATICAAATTAGTTGTRTAAATAABAATAAAGATAATIA T
CRARATEBCTT TG THTGE TTTG 1 AGEAGA T THAT TCETMAAAGTCTEGAG - - - === - = - cmc oo oo GGAABAACAAAATTTAAA CTGRT T T T - s m e oo e e eiieeceeeeeceeceecee e oo ATTCAARAR TCB T TBAT - TTARATRA - - - - - - - - - - - T

------ TTTTTHGC

--------------- GlATTGGlAAAAAAAATTTAAARA AITGTTTTT————————————————————————————————————————————————————————————
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa alnfa clfa After TEtrimmer 307 bp
size: 307bp; fragments: 128; full length: 4 (>=276.3bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



2d g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm _2.bed O O bcIn.fa
size: 627bp; fragments: 75; full length: 0 (>=564.3bp)
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TE: rnd_5 family 48

size: 527bp; fragments: 36; full length: 1 (>=474.3bp)
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF2

ORF1

ORF3

100 200 300 400 500




[E consensus before TEtrimmer (bp)

Dotplot

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