Start crop Point End crop Point

MSA length = 987 1

TGAGHE - - - - CTIAIAA-TTAIAIT-GAIAITITTTIAT AITGTACAGGGTGTCCCAAATTCGAGCCTCATC ------------------------------ AGTTTCCGAGATCCCA TGAIAAGGCTCGAATTTGGGACACCCTGTICAT
ABGABBAATA - -« -« e 0 5 AclTTccarfaTcccAAGATGARGCTCGATTTGGJACACCCTGTACAT
AflAGIEAlCEC TEA TTTA T T o = = s m o m e e e e e e e e e eee oo AGTTTCCGAGATCCCAATGATGAJGlTCGAATTTGGGACACCCTACAT
TGAARBAAG - - TEA TTTA ATTGTACAGGGTGTCCCAAATICGAICCTCATCATTGGGATCTCGGAAATAGA ----------------- GAGATCCCAATGATGAGGCTC AATTTGGGACACCCTGTAIAT

TT GTACAGGAIGTCCCAAATTCGAGCCTCATCATTGGGATCICGGAAATAGA ---------- AITTTTCAAGATCCIAATGATAAGGCTC AATTTIGGACACCCTGTACAT

LI AGTTTCCGAGATTCCAATGATGAGCTCGAAT - - GGGACACCCTITACA - - - - - - o c s e

- 4 -4 4 4 4 - -

TARTACARGG T TCCCAAATTCGAGCCTCATCATTGGGATCTCGGAAATAGA- - - - - - - - - - AGTTTTCGAGATCCCAATGATGAGGCTCGEATJTGGGACACCCTGTACA

TTTGTACAGGGTGTCEIMAAT TCGAGCCTCATTATTCGGATCTCGGAAATARA- - - - - - - - -- AGTTTCCGAGATTICAATGATAAGGCTCGAAT!IGIGACACCCTGTAIAT

AARITEE T TATRT Tl T TTGTACAGGATGTIJCCAAATTCGAGCTCATC - - - - - ATCTCGGAAATAGA - =----=--- AGTTTCCGAGATTCCAATGATGAGGCJGAATTTGGGACACCCTGTACAT

AAT - = - m o e e e e oo - TGTACBGGGTGTCCCAAATTBGAGCCTCATTATTGGGATETCGGAAATBGA - - - == oo oo - - - CGAGATCCIAATGATGAGGCTCGAATTTGGGACACCCTGTACAT
-------------------- AT T T T AT - - - e e e e e e L AGTTTCCAGATCCHAATGATGAGGCTCGAATTTGGGBCACCCTGTACAT

---------------------------- T e e Lo AGTTTCCAAATTCCAATGATGAGGCTCAATTTGGG- - -CTGTAC-T A_T.TTC-A.T.AC.C——
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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. After TEtrimmer 987 bp

size: 987bp; fragments: 5343; full length: 6 (>=888.3bp)
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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: 1317bp; fragments: 3101; full length: 0 (>=1185.3bp)
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TE: rnd_4 family 1338

size: 200bp; fragments: 1582; full length: 1 (>=180bp)
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After TEtrimmer ORF and PFAM domain plot
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ynsensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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