Start crop Point End crop Point

MSA length = 986 1
TAGIGTTAGT.GGGTIATGGTAAACGATTTTAACAAAAATAATTTTAAC ---------- TTACAATTICCCCTGTTTICCATTACCCCAACTAGCCCTATTAT -------
TAGGGTTAGTTGGGGTAATGGTAAACGAT—TTAACAAAAATEITTTTAAC ---------- TTACAATTGCCCCTGTTTACCATTACCCIAACTAGCITI ----- ATAAAA - -

- TAJJGGTTAGTTGGGGTAATGGTAAACGATTTTAACAAAAATIIATTTTAAR- - -------- TTACAJTTGCCCCTGTTTACCATTACCCCAACTAGCCCTATTATAJEAAAA

Cll-cTTcATAAARTTTET TAAAAAG Tlce TAGGGTTAGTTGGGGTAATGGTAAACGATTTAACAAAATAATTTTAAC - - - - - - - - - TTACAATTGCCCCTG- - - —ICATTACiICAACTAGCCCTA -----------
TTT AAG- === - oo oo oo - TTEAAAAAA T-GG AGGBBG T TGGGGTAATGGTAAACGATTTTAACAAAAATAATTTTAAC- - - - - - - - - - TTACAATTGCCCCTGTTTACCATTACCCAACTAGCCC-------o-o- o
------------------- IITCTT TTA AAAA TTAG TAGGGTTAGTTGGGGTAATGGTAAACGATTTTAACAAAAATAATTTTAAC- = - - - - - - - —TTICAATTGCCCCTGTTTACCATTACCCCAACTAEC.— - - -ATAAAAT
TTT A--GCATTAARATTTTABTTAAAAA TTAT TAGGGTTAGTTG AATGGTAAACGAT - == == == o= oo oo - - TTTAAC---------- TTACAATTGCCCCTGTTTACCATTACCRCAACTATEE - - ---------------
CACARCAGAAALA - - - - - - AAAATTTA- - -AA TT--cmmmm - Ac TA.TI! TGTAAACGATTTTAACAAAAATAATTTTAAC- - - - - - - - - - TTACAATTCCCCTGTTTAJCATTACCCCAACTAGCCCTATTAT - - - - - - -
TTTRTRC ABMA - ------------ TTATTA- - - e e Bracee TAGTTGGGGTAATGGTAAACGATTTTAACAAAIATAATTTTAAC -------------------------------------------------------------
---------------------------------------------------- BCETTAGTTGGGG- - - - - - TAAACGATTTTAACAAAAATAATTTTAAC- - ===« - - - TTACAATTGCCCCTIMTTTACCATTACCCCAACTAGCCCTA == - s o mmmmeme e m e
------------------------------------------------------------------------------------------------------- TTACAATTGCCCCTGTTTACCATTACCCCAACTAGCCTTA- - - - ATAAAAA
------------------------------------------------------------------------------------------------------- TTACAATTGCJCCTGTTTACCATTACCCCAACTAGCCT - - - - - - - TAAAAA
------------------------------------------------------------------------------------------------------ TTACAATTGCCCCTGTTTACHRTlICCCCAACTAGCCCTATTAT- - - - - -A
TAT CATGTATAA---TTHTA------ AAA TAGGGTTAGT TGGGOAATGGTAAACGAT -« -« - w - e o - o - TTTAAC TTACAATTGCCCCTGTTTACCATTACCCCAACA

------- IAATTITA— c- - —AAAI rTAT TAGGGTTAGTTGGGGTAATGTAAACGATTTTAACAAAABTAATTTTAAC TTACAATTGCCCCTGTTTACCII@lcccAACTAGlCCTATTATATAAAR- T " EREEE A c Al B B8 Al T

TAGGGTTAGTTGGGGTAATGGTAAACGATTTTAACAAAAATAATTTTAAC

TAGGGTTAGTTGGGGTAAIGGTAAACGATTTTAACAAAAATAATTTTAAI ---------- TTACAATTGCCCCTGTTTACCATTACCCCAAITAGCCCTATTATATAAIA —.TIT_AAA_AIT -
TAGGGTTAGTTGGGGTAATGGIAAACIATTTTAACAAAAATAATTTIAAC ---------- TTACAATTGCCCCTGTTTACCATTACCCCAACTAGCCCTA
TAGGGTTAGTTGGGGTIATGGTAAACGATTTTAACAAAAAT—AITTTAAC ---------- TTACAATTICCCCTGTTTACCATTACCCCAACTA. -------------------
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa

divergence to consensus (%)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1288bp; fragments: 346; full length: 0 (>=1159.2bp)

divergence to consensus (%)
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TE: rnd_5 family 2872
size: 1070bp; fragments: 360; full length: 35 (>=963bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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