Start crop Point End crop Point

1 MSA length = 1784
THGATAR- - - - - - - AT-TC.T ------------ AI TATT--AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - ----=-- - - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCTIT.ACGGTGCAA.CAT C—TTTTTGGG.G_GIG-T.
TEABAR AR THABC- ----- - AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT ---------- ATGCTTCCGAGGTTTTCGTGAGTTTTAGTITCGTCTHMT - - - - - GTlfcAa TATETTTETEGTG - - - - - - - = = = - m o mmmmmm e oo e e e o
C T-TGICCIGIGACGT - AGACGACACTAAAACTCACGATACCCIAGACAAGGAAIGAGAGTCTCTCT ---------- ATGCTTCCGAGGTTTTCGTGAGTTTTAGTITCGTC -----------------------------------------------------------------
TGCACATAG- - - --- - - TTHTATCGAT - - - - - === - === == = - -BAGACGACACJAAAACTCACGITACCCTAGACAAGIJAAAGAGAGTCTCTCT - - - - - - - - - - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT - ----=-- - - GCAA T T
TTTEEA T TAARTTAAAG- - - - -« - - oo - ACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT -~ ----=--- - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCHTCTH- -ATE----------- - TAATGGGAAA - - - - - T
T AN - - - AACTTGAABCGTAT - lIAGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - === - ==~ - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCTHB- - - - - - - - - - - - - - CAGCAAAAGTT C--------- T
TRl - - - - - - AACTTGBARC- - - - - AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - --------- ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCTIB- - - - - - - - - - - - TGGCTAA- -CTTG--------- T
TGTATATAATA TR AR- ----------- TAACCTAAAAC - TATTB - - - - - - = = = = = = = = = o = m oo o o e e oo e e e e e e e e e e e e e e e ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT---ATACG-TGCA T CGTTTTTAAA C
TATTTTTAA- - - - - - - - - - - - TACTTAAGACGT]T TIAGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - -« -« - - - - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCTIEMN- - - - - - - T CGGTTTTGAGA C
TACACA ARCALAG- ATTIEBGT TCRAT - - - - - - - - - AAAAC- - ATTIMBAGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - ------- - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT CCATCGACAGT ---------- C
T A A TAACTJAAAAR- - AT - - - AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - - - - -« - - ATGCTTCCGAGGTTTTCGTGAG-TTTAGTGTCGTCT T T
T G T-BeTTAA - GACGACACTAAAACTCACGATAJCCTAGAC - AGGAAAGAGAGTCfcTCT- - - - - - - - - ATGCTTCCGAGGTTTTCJTGAGTTTTAGTGTCGTCT T
T A AATAGG- - - --------- TGACCTGAAARGTAJJGEMAGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - - - - - - - - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT
T G 0 ATGCTTRCGAGGTTTTCGTGAGTTTTAGTGTCGTCT(CME- - - - - - - - - - -
i A A TAAITTAAAACG———— AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTITCT ---------- ATGCTTCCGAGGTTTTCGTGAGTTTTIGTGTCGTCT———ATICGG
ABRBTAG- - - - - - - n - - m e e e e e e oo AGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - --------- ATGCTTCC----------- GAGTTTTAGTGTCGTCTI - - - - - - = - - - = & o o o o o o o o o e e e e e e e e e e e e e e s
ATATAG- TGTRGT T TGGTEAGE - - - - - - --------- AGACGACACTAAAACTCACGATACHICTAGACAAGGAAAGAGAGTCTCTCT - -« -« - - -~ - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT M- - - - - - - - - - o o o o e o o e e e e e e e oo e e e e e oo
G
A

AGACGACACTAAAACTCACGATACCCTAGAIAAGGAAAGAGAGTITCTCT ---------- ATGITTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCT g .

TAABTTA--ACG- - - -JlJAGACGACACTAAAACTCACGATACCCTAGACAAGGAAAGAGAGTCTCTCT - - -« - - - - - - ATGCTTCCGAGGTTTTCGTGAGTTTTAGTGTCGTCTI- ATACAGEGCAA
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».bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1784 bp
size: 1784bp; fragments: 1734; full length: 9 (>=1605.6bp)
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size: 2085bp; fragments: 1719; full length: 0 (>=1876.5bp)
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TE: rnd_1 family 490

size: 794bp; fragments: 740; full length: 118 (>=714.6bp)
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Before TEtrimmer ORF and PFAM domain plot
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