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1 MSA length = 2651

------------------------------------------------------------ CTTATGCAAGAT---TTCCTCCTCCT
AACTTTCCAATGTAATAATTACACATCAATTCTGGACCTGACTATAGTCAG---------- CTTATGCAAGATTTCCTCCTCCTCTA
GGITGCIATGAGGGCGTTA TCATTGTAAATTTATTAATTACACATCAATTCTGGACCTGACTATAGTCAG---------- CTTATGCAAGAT———TTCCTICTCCT
AATTGCAATGAGGGCATTA AACTTTCCAATGTAATAACTACACATCAATTCTGGACCTGACTATAGTCAG---------- CTTATGCAAGATTTCCTCCTCCTCTA
------------ A A AT = - s o o e e e - -------CTTATGCAAGATTTCCTCCTCCTCTA
AATTGCAATGAGGGCATTA AACTTTCCAATGTAATAATTACACATCAATTCTGGACCTGACTATAGTCAG---------- CTTATGCAAGATTTCCTCCTCCTCTARMAAAAA - - - - - - - - - - oo oo - - ATCATCGACTCTTAGA
AATTGCAATGAGGGCATTA AACTTTCCAATGTAATAATTACACATCAATTCTGGACCTGACTATAGTCAG---------- CTTATGCAAGATTTCCTCCTCCTCTARMAAAAAAAAAAAAAAAA ATCACCAATTATTAAA
------------------------------------------------------------ CTTATGCAAGAT---TTCCTCCTCTAMAAAAAAAATAATAAAA
------------------------------------------------------------ CTTATGCAAGATTTCCTCCTCCTCTA AAAAAAAITIATGATA
------------------------------------------------------------ CTTATGCAAGATTICTTCCTCCTCTA AAAAAAAAAAAAAAAA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa alnfa clfa After TEtrimmer 2651 bp

size: 2651bp; fragments: 282; full length: 29 (>=2385.9bp)
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2d_g 4.bed fm _1.bed 0 O n.bed g 1l.bed fm 2.bed 0 O bcIn.fa
size: 2960bp; fragments: 281, full length: 14 (>=2664bp)
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size: 1736bp; fragments: 165; full length: 14 (>=1562.4bp)
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After TEtrimmer ORF and PFAM domain plot
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