Start crop Point End crop Point

MSA length = 5665 1
AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
CCTTTGACTATATAACCCCTACGGGGAGACAAG-=-=-=-=-=-=---- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAG-=-=-=-=-=-=---- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AICCTTTGACTATATAACCCCTACGGGGAGACAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAG-=-=-=-=-=-=---- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTITGACTATATAACCCCTACGGGGAGACAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AAICTTTGACTATATAACCCCTACGGGGAGACAAG —————————— AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
AACCTTTGACTATATAACCCCTACGGGGAGACAAG-=-=-=-=-=-=---- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
CTTTGACTATATAACCCCTACGGGGAGACAAG-=-=-=-=-=-=---- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
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AA TAA--- -TTHTA-------- AA AACCTTTGACTATATAACCCCTACGGGGAGACAAG- - -~ - - -~ - - AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
--------------------- ATHTTT ACCTTTGACTATATAACCCCTACGGGGAGACAAG----------AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
TTBABBG TBCT - - - - oo AACCTTTGACTATATAACCCCTACGGGGAGACAAG- - -~~~ -~ - - AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC
TTL!GTTTTTA -------- A.TITAITITIAAITTAA.GAA-T AICCTTTGACTATATAACCCCTACGGGGAGACAAG ---------- AGTGTAAAAAAAATAAATTTCTTCATTCATCGTGTTCTTTGCGGGAAATC






2d_fm_1.bed 0_0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf After TEtrimmer 5665 bp

size: 5665bp; fragments: 8930; full length: 10 (>=5098.5bp)
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ed g 2.bed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries

size: 5817bp; fragments: 8930; full length: 10 (>=5235.3bp)
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TE: md_5. family 8316 Before TEtrimmer 6100 bp
size: 6100bp; fragments: 684, full length: 3 (>=5490bp)
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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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