Start crop Point End crop Point

1 MSA length = 711 1

AAGCCGGCAAIGGACGATGAGCGATAAT ————— ATATATTATAGITATGT —————————— ATAAGATATAITATATATTATATTATCGCTCATCGTCCGTT ———————————————————————————————————————

—

THAAGCCGGCEACGGACGATGGCGATAATATAAJATATATTATAGCTATGT - - - - - - - - - - ATAAGATETAATATATATTATATTABCGCTCATCGTCCGTTGHCGGCHMTA- - - - oo oo
THAAGCCGGCAACGGACATGAGCGATARTATAATATAJATTATAGCTATGT - - - - - - - - - - ATAAGATATAATATATATTATATTATGCTCATCGTCCTTcCGfcTTATTGAACAAA
THAAGCCGGCAACIGACGATGAGCJATAATATAATATATATTATAGCTATG]- - -------- ATAAGATATA- - - - - - ATEATATTATIGC - - - - - - - oo e oo oo - T----AAATTTT
TAAAGCCGRCAACGGA- - - - - - - CGATAATATAATATATATTATAGCTATGT - ----- - - - ATAAGATABAATATR TR T THEEAGEE - - - - - - - - - - - - - - - - oo
THAAGCCGGCAACIGACGATGARCGATAATATAATATATATTATAGCTATGT - -« - - - - - - - ATAAGATATAATATATATTATATTATCGTTCATCGTCCGTTGClGGCTTA- - -« --- -
THMAAGCCGGCAACGGACGATGAGCGATAATATAATATATAT - - - - - - TATGT === - ===~ - - ATAAGATATAATATATATTATATATCJCTCATCGTCCGTTGCCGGCTTA - - - - - - - -
THAAGCCGGCAACGGARGARIAGCIATAATATAATATATRTTATAGCTABGT - - - - - - - - - - ITIA.TITA.AIATITTA.! --------------------------- Teome - -
THAAGCCGGAJCGGACGATGAGCGATAATATAATATATATTATAGCTATGT - -« - - - - - - - S Brccacaan-- -1

---------------------- BAATrAGTEEAATABABAGTATARETATGT - - - - - - - - - - ATAAGATATAATATATATTATRGTATCCT THAGCBECG - T- - - - - - oo T

AAGCCGGCAACGGICGATGAGCGATAATATAATATATATTATAGCTATGI ---------- ATAAGATATAATATATATTATATTATCGCTCATCGTCCGTTGCIGGCTT ---------------------------------------------
ATAAGATATAATATATATTATATTATIGCTCATCGTCCG.GCCGGCTTA—TAAAAAAATTTAIT-CT.CGITIAAAT.AIA-
ATAIGATATAATATATATTA———TATCGCTCATCGTCCGTTGCCGGITTAT -------------------------------------------------

ATAAGATATAATABATATTATATTATCGCTCATRGTCC == - =« - - - - - - TGABAAAATTTT TRAATT
ATAAGATATAATATATATTATATTATIE TR TRGTCR-T---------- TTGAAAIAATTTT TlGTT
------------------------------------------------ AA CHGAT

--------------------------------------------------------------------------------------------------------------------------- T----THREA
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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 711 bp

size: 711bp; fragments: 223; full length: 18 (>=639.9bp)
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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)



)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1014bp; fragments: 209; full length: 0 (>=912.6bp)
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TE: rnd_5 family 4084
size: 712bp; fragments: 223; full length: 18 (>=640.8bp)
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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)

Dotplot

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