Start crop Point End crop Point

1 MSA length = 1449 1
AGTAAAATTTTTCIiTATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAITTIAAGIAAAAGTCCGAAAAGGCGCTGAA ---------- TCTTTTGATTTTTTTCAAATTCGAAAATCTTAATATTTTTCAATACAAAA

BGTAAAAATTTTCARTATTCTIIGA - AATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGA - AAGTCCGAAAAGGCGCTGAA
AGTAAAATTTTlcA TATTCT!IGAAAATTACIAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTICGAAAAGGCGCTGAA
AGTAAAAATTTTCABTATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGT TTIAGGAAAAGTCCGAAAAGGIGIITGAA
AGTAAAATTTTTCA———TTCTCCIAAAATTACGAATGTGGTGTCATTCGATTCITATTGTCACCTAGAAAGTTTIAGGAAAAGTCCIAAAA GCGCTGJiA
AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTJACCTAGAAAGTTTAAGGAAAAGTCCGAAAARIGCGCTGAA
AGEBAAAATTTTTCTATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAATTTAAGGAAAAGTCCGAAARGGCG|TGAA
AGTAAAAATTTTCAATATTCTICGAAAATTACGAATGTGITGTCAITCGATTCGTITTGTCACCTAGAAAGTTTAAGGAIAAGTCCGAAAAGGCGCTGAA
AGTAAAATTTTTCAATATTCTCCGEAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAJJGAAAAGTCCGAAAAGGCCTGAA
AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTIIGTGECATTCGATTRGTATTGTCACCTAGAABGTTTAAGGAAAARJTCCGAAAAGCGCTGAA
A.AAAATTITTIAITATICICIGAAAATIA GIA GGTGTCATTCGATTCGTATTGTCACITAGAAAGTTTAAGGAAAAGTCCIAAAAGGCGCTGAA
AGTAAARTTTTTCAATATTCTCCGAAAATTATGAATGTGGTGTCATTCGA - = - = - = - = - = - = - s - oot = ot ot oo oo oL oL L L Lo ooooooooo_o.o..
.TAAAAAIT-AITA.CT.GIAAATIACGIATITGGT.CATTCGATTCGTATTGTCACCTAGAAAITTTAAGGAAAAGTCCGAAAA.CGCTGAA
-------------------------------------------------------------------------------- AAGTCCGAAAAGGCGCTGAA
AGTAAAAATTTTCAITATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCICCTAGAAIGTTTIAGGAAAAGTCCGAAAAGGIGCTGAA
------------------------------------------------------------------------------ AAAAGTICGAAAAGGCGCT—AA
AGTAAAATTTRTCTATATTCT - CGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAAAGGCGCTGAA
AGTAA;ITTTTTCAATITTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGIAAAIGT.GAAAAiICICTGAA
AGTAAA TTTiICAATATTCTCCGAAAATTAIGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAAA GCGCTGm = = = = = = = = = mm e e e e e e e e e e e e e e e e e

AGTAABAATT TCAITATTCTCCGAAAATTACGAATGTGGTGTCATTCGA --------------------------------------------------------------------------------------------------------------
- -TAAAATTTEBTC- - -----coo--- AATTACGAAT TGI;FTCATTCGATTCITITTITCACCTAGAAAGTTTAAGGAAAA TCCAAAAGGCGCT - AA

AGTAAAATTTETC--=-=--=-=-=------ AATTACGAATERTGHETEMTCATTCGATTCHTATT TCACCTAGAAAGTTTAAGGAAAAITCCIAAAAGGCGCT—AA
AGTAAAAATTTTCAATATTCTCCGAAAATTACGAATGTG GTCATTiIATTCGTATTGTCACCTAGAAAGTTTAAGGIAAAGTCCGAAAAGGCGITGAA
G

AGTAAAAATTTTCAAIATTCTCCGAAAATTACIAATGTGGTGTCATT ATTCGTATTITCACCIA AAAGTTTAAGGAAAAGTCCGAAAAGHCGCTG-A
AAAGTTTAIGIAAAAGTCC AAAAGGIIG CT G- A - - - o o o e B BT - - - - o I
AAAAGGCHEICTGAA TITT )

AGTAAAATTTTTCAATATTCTCCGA-AATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTA

AGTAAAATTTTTCIATET TCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCC T ANT AA ARAG A
ABBAAGE T T T TIEE T ABAG T T A AT T T AT A T - - - - - - - -l TCGTRATEGT ACACEATETCE

AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTGITGTCATTCGATTCITATTGTCACITAGAAAGTTTAAGGAAAAGTCCIAAAAGGCGCTGAA ————————————————————————————————————————

AGTAAAAAIT TIITATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAATTTAAGGAAAA TCCGAAAAGGCGCTGAA - - - - - - - - - - TCTTTTGATTTTTTTCAAATTCGAAAATCTTAATATTTTTCAATACAAAA TTTTTIHANTT
AGTAAAATTTTTCTATATTCTCCGAAAATTACGAATGTIIGTGTCATTCGATIICGTATTGTCACCTAGAAAGTTTAAGGAAAAGT - - - - = - - - - CGCTGAA- - === -~ -~ - TAATTTGATITTTTTCAAATTCGAAAATCTTAARET THTIA ABARA A TTTRARE T
AGTAAAATTTTTCTATATTCTCCGAAAATTACGAATGTIGTGTCATTCGATICGTATTGTCACCTAGAAAGTTTAAGGAAAAGT --------- CGCTGAA- - === -~ -~ - TAATTTGATITTTTTCAAATTCGAAAATCTTAAITTITIAAIAIAA TTTIA T
AGTAAAATTTTRCARTATTCTCCGAAAATTACGAATGTGGTIBCATTCGATTCGTATBGTCACCTAGAAAGT TTAAGGAAAAGTCCGAAAAGGCGCTGAA =« -« s s o s o moe e oo - - CTAAGEAT AT AATAATART - - - - - - - - - - - - - - - - -
AGEBAAAATTTTRCABTATTCTCCGAAAATTACGAATGTGITGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAA - - GCllICTGAA - - - - - - - - - - TCTTTTGATTTTTTTCAAATTCGAAAATCTTAATATTTTTCAATACAAAARM- - - - - - - - . TTTTTRA

A‘AAAATTTT T!IATTIT-AAAIT.C-T L L e AT AT BT ATl cliArATTTTAATARTTTTCfTACAAAA TCGTMT
AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTGGTITCATTIGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAAAGGIGCT -AA

AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTGGTGTCATTIGATTCGTATTGTCACCTA - - - - == - = - - GGAAAAGTCCGAAAAGGIGCT—AA

ICAAT-T.GAIAATT-ATGT T-ATT

T AITTTT G
AGBAAAATTTT CAITATTCTCCGAAAATTACGAATGT!ITGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAA— -GCffjlcTGAA
AGTAAARBTTTTTCAATATTCTCCGAAAATTAGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGT TTAAGGAAAAGT CIBG - - - - - - - -« oo oottt f oo
AGTAAAATTTTTCTATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACITAGAAAGTTTAAGGAAAAGTCIGAAAA.CGCTGAA
AGTAAAAATTTECAATATTCTCCGAAAATTACGAABIITIIGTGTCATTCGATTCGTATTGTCACCTAGAAAGT TTAAGGAAAAGTCCGAAAAGGCGCTGAA
-------------------------------------------------------------------------------- AAGTCCGAAAAGGCGCTGAA
AGTAAARTTTTTCTRTATTCTCCGAABATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGT TTAAGGAAAAGT CIIBAAAGEIC - - - - - - - - - c o m o m oo
AGTAAAATTTTTCAATARTCJCCJAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGT TTAAGIJAAAAGTCCGAAAAGHCGCTGAA
AGTEAAATTTTTCTATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGGAAAAGTCCGAAAAGGCGCTGAA
AGTAAAATTTTTCAATATTCTCCGAAAATTACGAATGTGGTGTCATTCGATTCGTATTGTCACCTAGAAAGTTTAAGIJAAAAGTCCJAAAAGGCGCTGAA
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ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f

divergence to consensus (%)

size: 1449bp; fragments: 157; full length: 0 (>=1304.1bp)
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d ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0.0 I After TEtrimmer Extended plot Blue lines are boundaries

size: 2101bp; fragments: 178; full length: 0 (>=1890.9bp)
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TE: rnd_5 family 2103

size: 852bp; fragments: 150; full length: 14 (>=766.8bp)
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After TEtrimmer ORF and PFAM domain plot
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