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MSA length = 650 1
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---------------------------------------------------------------------- GCGTGTGACATGACCTGGCGiBGTTTTTG- - ------- -GTJATGTACACGCGATATACGCGACTCAATTTGCGCHTAGCCTTA - QT8 - AAA
-------------------------------------------------------------------------------------------------------------- GTCACGTCACACGCGATATACGCGACTCAATTTGCGCETAGCCET--T--A-Jac
------------------------------------------------ GCCAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGGGAGAGTTTTTG- - --------GTCl------ACGCGATATACGMACTCAATTTGCGC;TAGCCTTATTTTJAAAA
--------------------------------------------- GCCAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGHC GAGTTTTTI——————————ITCATGTCACAIGCGATATACGI!ACICAATTTGCIC TAGCCTTA- - - - - - AGA
------------------------ TTRGTTG 161 AEACT 1 » GCCAAATTGAGTCGCGJATATCGCTGTGACABGARCTGRCGAGAGTTTTTG- - - - - - - - - —GTCACGEIAIA— --------CGCGACTCAATTTGCGCHMTAGCCTTATTTTA-AAG
------------------------------------------------ GCCAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGGGAGAGTTTTTG- - - - - ----GTCCGJcACACGCGATATACGIJACTCAATTTGCGCTAGCCTTATTTTIAAAA
---------------------------------- T A GCIAAAT TGAGTCGCGTATATCGCGTGTGACATGACCTGGCG- -AGTTTTTG----------GTCATGTCACACGCGATATACGCGACTAATTTGCGC TAGCCT A-TTTHAAAA
---------------------------------- I . - IAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGGCG— “AGTTTTTG- ===~ - - —GTCATGTCACACGCGATATACGCGACTIAATTTGCGC TAGCCT A-TTTHAAAA

GTCACHTCACACGCGATA -« - s meom o e me oo oo
GBCAT - e e
GTCACGTCACAIGCIATITICGCGACTCAAITTGCGC TAGCCTTATTTTA-AAA
GTCACGTCACACGCHATATACGCGACTCAARTTGCGCITAGCCTTATTHTA - AAA
GTCATGTCACACGCGATATACGCGACTCAATTTGCGCHMTAGCCTTATTTTA-AAA

T--A
T--A

—ATTTAA—TT
TATTTAA—TT

AIIAA

A——AA

-T AIAI

GTCATGTCACAIG GAT- - -CGCACTCAATTTGCGC TA CCTAA- - - - -
GTCATGTCACACGC ATATAIGCG CTCAA-GIGC TA CCITA— - --A
GTCAC TCACACGCGATAIACGC ACTCAATTTGCG TAGCCTA.— - -AGEAA
------------------------------------------------------------- AIATGAIC GBCGAGAGTTTTTG----------GTCACBTCAC GCGATATA.CGAIT— A XN
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-------------------------------------------------------------------------------------------------------------- GTCATGTCACACGGATAJJACGCGACTCAATTTGCGClITAGCCTAA-TTTAAAA
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-------------------------------------------------------------------------------------------------------------- GTCACGTCACACGCGATATACGCGACTCARTTTJCGCRTAGCHTTATTT-A-AAA
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-------------------------------------------------------------------------------------------------------------- GTCATGJJCACACGCGATACACGCGACTIAATTTGCGCETAGCCTTA-Tl|-A-BGG
------------------------------------------------ GElCAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGGCAGAGTTTTTG----------GTCATGTCACACGCGATATACGCGACICAATTTGCGCRTAGCC- - - - - - -A-AAG
------------------------------------------------ GICAAATTGAGTCGCGTATATCGCGTGTGACATGACCTGGCIAGAGTTTTTG——————————GTCATGTCACACGCGATATACGCGAC CAATTTGCGC -
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----------------------------------------------------------------------------- ARATBABT TGGCCBBAGTTTTTR----------GTCATGTCACACGCGATARARGCGACTCAATTTGGC e
-------------------------------------------------------------------------------------------------------------- GTCATGTCACACGCGATACACGCGACTCAATT CATT
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-------------------------------------------------------------------------------------------------------------- GTCATGTC--ACGCGATATACGCGACTCAATTTGCGCTAGCCTAATTTTA-AGA
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2.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 650 bp

size: 650bp; fragments: 304; full length: 6 (>=585bp)
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)ed g 2.bed fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 1013bp; fragments: 163; full length: 0 (>=911.7bp)
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TE: rnd_5 family 9152
size: 741bp; fragments: 323; full length: 13 (>=666.9bp)
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After TEtrimmer ORF and PFAM domain plot

ORF1

Bl ORFs
B PFAM domains

ORF2

100

200

300

400

500

600
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[E consensus before TEtrimmer (bp)
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