Start crop Point End crop Point

1 MSA length = 1077 1

---------------------------------------- ABAAARIA - - - - - - -GGGTCAAGI|TTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAACAT - - - - - - - - - - TATAAACCGATATTTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCA TTHCEAAT
ABARA A ATGA - -GTA G TEBRABAAARAT - - - - - - GGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAAAT - - - = - - - - - - TATAAACCGATATTCTATGTAACJGATTTCGGCTAAACGAAACTTGAGCCA TTRTE- -T T
AIA!IA.AI—ATIA.GET'AIAAA ATTATTTGGGTCJAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAARAAA - - - - - - - - TATAAACCGATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCG TTHTRATT C
----------------------------------------------------------------------------------------------------- TATAAACCGATATTCTATGTAACTGATTTIGGCTAAACGAAACTTGAGCCG T
AAAAA ACH - - TIRA A THATEHABAA 0 TATAAACCGATATTCTATGTAACTGATTTCGGCTAAACGJAACTTGAGCCA TTHRTHA-T C
AAA-GIAATIA.GIAHAA ATTTTTTTGGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAA - - - = = = = = = - = - TATAAACBGATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCA II T
----------------------------------------------------------------------------------------------------- IATAAAI!GATATTCTATGTAACTGATTTCGICTAAACGAAACTTGAGCCG T
AlAAA ATTCTTTIGGGTCAAGTTTCGTTTAGICGAAATCTGTTAAAIAAGAAAIAA—T ---------- TATAAACCGATITTCTATGTAICTGATTTCGGCTAAACGAAACTTGAICCA C
ABAAARIA - - - - - o e e e e TATAAACCGATATTCTATGTAACTGATTTCJGCTAAACGAAACTTGAGCCA C
ARAAARAATTTGTTGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAC-T- - - - - - - - - - TATAAACCGATATTTATGTAACTGATTTCGGCTAAJCGAAACTTGAGCCG T
------------------------------------------------------------------------------------ TATAAACCGATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCA T
----------------------------- TGGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAAAT - - --------TATAAABICGATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCC - - - - - = - - - T
0 TATAAA!IGATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCA T
AA TTTTTTTGGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAAAA - - - - - - - - - - TATAAACCGATATTCTATGTAACJATTTCGGCTAAACGAAACTTGAGCC- - - - T

GTERAMAAARA - - - - - - - GGGTCAAGTTTCGTTTAGCCGAAATCTGTTAAAAAAGAAAAAA-T-=-=-=-=-=-=---- TATAAAICIATATTCTATGTAACTGATTTCGGCTAAACGAAACTTGAGCCA.A ——————————————————————————
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_

divergence to consensus (%)
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size: 1077bp; fragments: 928; full length: 66 (>=969.3bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)
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TE: nd_1_family 997 Before TEtrimmer 405 bp

size: 405bp; fragments: 544; full length: 250 (>=364.5bp)
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After TEtrimmer ORF and PFAM domain plot
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