TTCTAGTTTA CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCllGGGGCGCTATTCTGT
CCAGGGGCGCTATTCTGTACAIGGCATCGA
CCliGJGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTCTGTACACGGCATCGA
CCAGGGGCGCTATTITGT
CCAGGGGCGCTATTCTGTACACGGCATCA
CCAGGGGCGCTATTCTGTACACGGCATCGA

CCAGGGGCGCTATTCTGT

Start crop Point End crop Point

1 MSA length = 572 1

ATCGTCGGTATCGGTAAGT TACGACAGCTCTCGATACGTAT T TGTATATAGT A - - - - = = - = s s o s o o o o e e o e o o o e o o o o o e o o e o o e o o o o m o oo oo m o - o - - - AAGACAEGAAAA
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=-=------ AGCTGTCGGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG AAGACAIGAAAAICITTAAACGAT
AATCGTCGGTATCGGTAAITTACGACAGCTCTIGATACGTATTTGTATATAGTA —————————— AGCTGTCGGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCICIG —————————————— AGATGIC —————
AATCGTCGGTATCGGTAAGT TACGACAGCTCTCGATACGTAT TTGTATATAGTA - - - = = - - 5 o s s o e e o o e e o e o o e e o o e o o o o o e o o e o e o oo oo oo oo - o - - - CATCAAAIA C
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=------- AGCTGTCGGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG CATCAGACGAT
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=-=------ AGCTGTCG—TAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCIG
AATCGTCGGTATCGGTAAGT TACGACAGCTCTCGATACGTAT TT-TATATAGTA - - - = = - - 2 o s e o e e o o o e o o o o e e o o e o o o o o e o o e o e o oo oo m - o - - -
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA--=-=-=------ AGCTGTCGGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=-=------ AGCTGTCGGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=-=------ AGCTGTCGGTAACTTACCGATACCGACGATTGTAIAGAATAGCGCCCCAG
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA---=-=------ AGCTGTCGITAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG
AAICGTCGGTATCGGTAAGTTACGACAGCTCTCGATACGTATTTGTATATAGTA ————————————————————————————————————————————————————————————
AATCGTCGGTATCGGTAAGT TACGACAGCTCTCGATACGTAT TTGTATATAGTA - - - = = = = 5 o s s o e e o o e e o o o o e e o o e o o o o o e o o e oo o oo o oo oo - o - - -
AATCGTCGGTATCGGTAAGTTACGACAGCTCTCGITACGTATTTGTATATAGTA —————————— AGCTGTCIGTAACTTACCGATACCGACGATTGTACAGAATAGCGCCCCAG

CATTAGACGAT

CATTAGACGAT
CATTAGACGAT
CATTAGACGAT
CATTAGACGAT
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d uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa_ s

divergence to consensus (%)

size: 572bp; fragments: 2396; full length: 0 (>=514.8bp)
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y 709.fasta.b.bed uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.
size: 957bp; fragments: 1995; full length: 0 (>=861.3bp)

divergence to consensus (%)
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size: 342bp; fragments: 1694; full length: 771 (>=307.8bp)
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After TEtrimmer ORF and PFAM domain plot
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