Start crop Point End crop Point

1 MSA length = 735 1

TTATAlATGGTATAATTGCTGGAGACATTGATTTGTTIACACTTGGCBCATAACGCA- - - - - - - - - - AAGACTGTGAGTTTGAGTCTCCTGTCCCTCAGTAGAGGATTTTAACTAATTA
TTATAGATGGTATAATTGCTGGAGACATTGATTTGTTAA-TIGGI!CATAAIGCA ---------- AAGACTGTGAGTTGAGTCTCCTGTCCCTCAGTAGAGGATTTTAACTAATTA
TTEABA A A.TAI——— TGGA AIT A AIG ATARB - - - - - - - - - - m e e e e e e e e AAGACTGTGAGTTTGIGTCTCCTGTCCCTCAGTAGIGGATTTTAACTAATTA TTT————TTATTTAAIA
TCEANABCEAMAATTTA-TTTRRTEAABATT A TCATARA - - - - - oo e AAGACTGTGAGTTTGAGTCTCCJGTCCCTCAGTAGAGGATTTTAACTAATCA TGAACGETTRETTTAAAA
-------------------------------------------------------------------------------------------------------------- AAGACTGTGAGTTTGGTCTCCTGTCCCTCAGJAGAGGATTTTAACTAATCA e el

TGAACGCITACT———AA
TGAACGCTTACT - - - AA

ATG
ATG

G A TTATAGA - - - = = = = o o e e e e e e e e e e oo AACGCA---------- BlGACTGTGAGTTTGAGTCTCCTG CCliCAGTAGAGIATTTTAACTAATTA TTTACTCTTACE---------
G A OB A GA - - - - m el AAGACTGTGAGT - - - - - - cTcCTlTCcccllCAGTAGAGGATTTTAACTAATTA TGAACGCTTACT - - - AA

A A TTATAGATGGTAAAATTGCTTGAGACATTGATTTGTTAACACTTGJCACATAACGCA- - - - - -~ - - AAGACTGTGAGTTTGAGTCTCCTGTCCCTCAGTAGAGGATTTTAACTAATTA TGAACGCTTACTHAAAA

A G TTATAGATGGTATAATTGCTGGAGACATTJATTTGTTAACACTTGGCACATAACGCA- - - - - - - - - - GACTRTGEGT - - - - - - CTCCTRTCCCTCAGTAGAGGATTTTAACTAATCAGT - TIRT TATHATTAATAAT TARB- - - - - - - oo ooe e
G A TTATAGA - - = = - == === oo e oo e = - ABlTGATTTGTTAACACTTGGCACATAACGCA------=- - - AGACTGTGAGTTTGAGTCTCCTGTITCAGTAGARATTTTAARTAATTA GTETGAACGCTTACH- - AAARATA
A G TTATAGTGGTATAATTGCTGGAGACBTTGATTTGTTAACACTTGGCACATAACGCA - - = - = - = - - - AABAGEE TGAGTTTGAGTCTIRCTGTCCCTCAGTAGAGGATTTTAACTAATEART - TRTAT THAGAAARAATTRG- - - - - - - - - - - oo oo - ABATG
G AGAAGTR AR T CATIRG - - - - - - - - - = & o o o e e e e oo AAGACTGTGAITTTGAGT ------ BECCTCAGTAGAGATTTTAACTAATTA EICTTIGAA AEI
A ABRAA - - - AT CATABA - - - - - o o o oo oo e e oo AAGA - - - - - ABllTTTGAGTCTCCTGTCCCTCAGTAGAGGATTTTAACTAATCA TGA- - - - THATTTAGAARABA
A Y Y Y - R X1 1 TA

TGAACGCTTACTTAAIA ATA
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 735 bp

size: 735bp; fragments: 221; full length: 8 (>=661.5bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa

size: 1045bp; fragments: 207; full length: 0 (>=940.5bp)
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TE: rnd_5 family 4123

size: 485bp; fragments: 185; full length: 10 (>=436.5bp)
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Before TEtrimmer ORF and PFAM domain plot
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