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C

-------------------------------------------------------------------------------------------------------------- TRTGTTCCATGTACAGACTTTTCACCTCTATTCCTTTATTATATGTATTGAT

------------------------------------------------------------------------------------------------------- T TGTTCCATGTACAGACTTTTCGACCTCTATHTTTAITAIAEITA-AT ABTABAATRATTT - - - - -
C G

-------------------------- GEAG c@r oo TRTGTTCCATGTACAGACTTTTTBACCTCTAT TTTATTATARBGTATTGA

- AAAA- - TTACTAGETGATGECIACBABB T TG T T-GCGAT T TAAT - - - - - & - s - s -t ottt bt ot ot T@TcTEccBTGTACAGRCTTTTCGACCTCTATETMT THATHAR- - - - - - - GAT
-------------------------------------------------------------------------------------------------------------- TETGTTCCATTACEGACEIE- - - - - - - - - - - - m o r e e e e
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.
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size: 863bp; fragments: 637; full length: 10 (>=776.7bp)
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1197bp; fragments: 530; full length: 0 (>=1077.3bp)
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TE: rnd_5 family 3013
size: 600bp; fragments: 469; full length: 0 (>=540bp)
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After TEtrimmer ORF and PFAM domain plot
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