Start crop Point End crop Point

1 MSA length = 785 1

ACTAICTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGTTIT1 ------------------------------------------------------------ AGT AA'iIG ------- ATAr
ACTAGCTTCTACTCCACTAGTCAACTIGCATACCCAACAATGTTGCC ARTEEAGE THTCRTG- - -- - TTANT
ACTAGCTTCTARGTCCCACTABTCAACTBGCATABCCABCAATGTTGTCG - - -« - - - - TCAAGGATATTAAGATCAAATTTCCTTCTTAAAGAGGACAAAGAAAGACAABTIIAAAGTCTATTGTATT -lTAACTAAT
ACTAGCTTCTAGTCCCACTAGTEAACT GCATACCCAICAATGTTGICG -------------------------------------------------------------------------------- TAATTAAT
ACTAGCTTCTACGECCCACTAGTCAACTCGCAT - CCCAACAATGTTGCCG - = - = - = - = - s - s = s s e e e et e oo oo IlI
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AAIGTITGTT—IATIA TTICTAA

-------- TAGCTTCTACGTCCRACTABTCAACTCCEATACCCAACAATGTTGCCG - -=------TCAAGGATATTAAGATCAAATTTCTTCTTAAAG- - -« - - - -cmcmn - AAAGTCTAT-------BTTACTAAT CTGGA---T
ACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGTTGCCG - = = = = = = = = = = = = = = mmm @ e @ e @ e m e @ e @ e @ e e e @ e m e @ e @ e @ e e e @ e @ et e e e @ e e e e e e e e e e e e e e e e e e e e e e e o s
ACTAGCTTCTAJGTCCCACTAGTCAACTCGCATABCCAACAATGTTGCCG- - - - - -~ - - - TCAAGGATATTAAGATCAAATTTCCTRCTTAAAGAJGACAAAGAAA- - - - ABTIIAAAGTCTATC- TAT- - - - TACTAAT CTGGA- - -

‘TIAIAGTC.TT - TITT TICIAA CIAAI -AA

ACTAGCEICTACGTCICACIA.CAACTCGCATACCCAACAATGTTGCCG ------------------------------------------------------------
ACTAGCEBTCTACGTCCCACTAGTCAACTCGATACICAACAATGTTGCCG

ACTAGCTTCTACGTCCCACTAGTCAACTC‘ATACCCAACAATITTGTCG
TTTTTATAABGEACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGTTGCCG
- - -ATATAARMBACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCCjacAAfcTTGCCG
ACTAGCTTCTACGTCCCACTAGTCAAITCGCATACCCAACAATGTTGCCG A1C'T TT GA—IAT
ACTAGCTTCTACGTCCCACTAGTCAACTCGCATACCCAACAATGTTGCCG TTRTEEA T cTaAlA - - -
ACTAGCTTCIAIGICCCACTAGTCAACT GCATAICCAICAATGTTGTCG TAACTAAT CTGGA - -
CT-TTCTACGTCICACTAGTCAACT GCATACCCAACAAIGTTGCCG --------------------------------------------------------------------------------------------------------------

TTATTAAT CTGGA=-=-=--=-=-=---

ATEBTRAAT- - - -BAAR- - -
TTACTAIT CTGAM - AAT
TTACTAAT CTGGA---T

ACTAGCTTClAlGTcccacTAMcAaACTEBGCATABCCABCAATGTTGTCG- - - - - - - - - - TCAAGGATATTAAGATCAAATTTCCTTCTTAAAGAGGACAAAGAAAGACAAITIIAABGTCTATTGTATT-ITAACTAAT CTGGA - -
ACTAGCTTCIAIGTCCCACTA CAACT GCATAICCAICAATGTTGTCG ---------- TCAAGGATATTAAGATCAAATTTCCTTCTTAAAGAGGACAAAGAAAGACAA AAIGTCTATTGTATT— TAACTAAT CTGGA - -
AlfTAGCTTCTACGTCCCACTARTCAACTCGCATACCCAACAATGTTGCCG- - - -« - - - - - TCAAGGATATTAAGATCAAATTTCCTTCTTAAAAAGGACAAAGAAAGACAABTIIAAAGTCTAT - - - - - - - TTACTAAT CTGGA - -
ACTAGCTTCTACGTCCCACTAGTCAACTC.ATACCCAACAATITTGTCG -------------------------------------------------------------------------------- AT TlﬁT CTAAI——
ACTAGCTTCTACGTCCCECTAGTCAACTCGCATABCCAACAATGT TGCCG - = - = - = - o c o s s s s o st oo AGECEE T C - cTiilT TTGGA - -
ACTAGCTTCTACHMTCCCACTAGTCAACTCGCATACHCAACAATGTTGCCG - = = = = = = = = = = = = m m e e e e e e e e e e e e e e e e e e e e e e e e e e e o ABGEETATT - TTAAT cHclA - AA
ACTAGCTTCTACHETCHCACTAGTCAACTCGCATACCIAACAATGTTGCCG - = = = = = = = = = m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o ATT-TATT- C!E%A———T
ACTAICTTCTACG C!IACTAGTCAACTIGCATACCCAACAATGTTGCCG --------------------------------------------------------------------------------------------------------------
ACTAGCTTCTACGTCCCACTAGTCAAITCGCATACCCAACAATGTTGTCG- - - - -~ - - - TCAAGGATATTAAGATCAAATTTCCTTCTTAAAGARGACAAAGAAAACAABTBAAAGTCTAT - - - - --- TTACTAAT CTGGA---T
ACTAGCTTCjA CCCACTAGTCAACTEGCATABMCCABCAATGTTGTCG---------- TCAAGGATATTAAGATCAAATTTCCTTCTTAAAGAGGACAAAGAAAGACAABTIIAAAGTCTATTGTATT -lTAACTAAT CTGGA---T AAT
ACTAGCTTCTA GTCCCACTAGTCAACTPCATA CCAIC—ATITTGTCG ---------- TCAAGGATTTAAGATCAAATTTCRTTCTTAAAGAGGACAAAGAAAGACAABTIAAAGTCTATTGTATT - [TAACTAAT CTGGA---T AAT
ACTAGCTTCAlGlcCCACTAGTCAACTEGCATARCCABCAATGTTGTCG- - - - - - - - - - TCAAGGATATTAAGATCAAATTTCITTCTTAAAGAGGACAAAGAAAGACAA AAAGTCTATTGTATT -lTAACTAAT CTGGA---T AAT
A.AIC.CTACGTCCCACTAGTCAA TCGCATACHMICAACAATGTTGCCG CTAG.AAT AIT
ACTAGCTTCTACGTCCCACTAITCAAC GCATAC CAAIA—TGTTICCG CIGGA—AA AAT
ACTAGCTTCTACHTCCCACTAGTCAACTCGCATACTCAACAATGT TGCCG - === m o s mmoe e oo ie oo - AT AA AR CTART - - - - - - o m e

ACTAGCTTITACGTCCCACTAGTCAACTCICAIACCCAACAATGTTGTCG TIAAA——— GRGA TGA T
ACTAGITTCTAIGTCCCACTAGICAACTCGCATACCCAACAATGTTGCCG TTGGA - - —!AEATIT
ACTAGCTTCTACGTCCCACTAGTCAACTCGCATAMCCAACEATGTTGCCG == m s e e e e e ARTAABRAT TGTT- TRTTABBTACBAARBE TR T TCRAA- - - - - - - - - - -
ACTAGITTCTAIGTCCCACTAGTCAACTCGCATI!CCAACAATGTTGCCG
ACTAGCTJJC- - -GTCCCACTAGTCAACTCGCATACCCAACAATGTTGCCG BATTARTA TTAAAA--T
ACTAGCTTCTACGTCIACTAGTCAJJCTCGCATACCCAACAATGTTGCCG TTACTAAT CTGGA---T
ACTAGCITCTACGTCCCACTAGTCAACTCGCATACCCAACIATGTTGCCG TTACTAIT CTGAI—AAT
A TAGCTTCTACGTCCCACTAGTCAAITCGCATACCCAACAATGTTGCCI ---------- TCAAGIATATTAIGATCAAATTTCCTTCTTAAAGAGIACAAAGAAA————AITIAAAGICTATC—TATT— ATACTAAT CTAAA---T H
AGTARTTCTA CCCACTAGTCAACTCGCATACCCAACAATGTTGCCG - = = = = = = = = = = = = = m m o m m o m @ m e e m e @ e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o TTACTART
CTAITTITAaCC-TAGTCAACTCGIGTACCCAACAAIiTTGCCG ------------------------------------------------------------ AIGTITATT—IATIA -----------------------------
ACTAGCTTCTACGTCCCACTARTCAARTCGCETACCCAACAATTTGCCG- - - - - -~ - - - TCAAGGATATTAAGATCAAATTTCCTTCTTAAAAAGGACAAAGAAAGACAABTIIAAAGTCTAT - - - - - - - TTATHAB THTHCcTGGA - - - TEBARAATERT
ACTAICTTCIACGTCCCACTAGTCAACTCGCATACCCAACAATGTTGCCG ------------------------------------------------------------ !I!TITICTIGI—AATIAITA.T
ACTAGCTTCTACGTCCCACTAGTCAACTCGCATAllCCAACAAGTTGCCG
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_bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0_bcln.fa_aln.fa_. After TEtrimmer 785 bp
size: 785bp; fragments: 610; full length: 0 (>=706.5bp)
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2d g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm _2.bed O O bcIn.fa

size: 1466bp; fragments: 526; full length: 0 (>=1319.4bp)
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size: 253bp; fragments: 484; full length: 87 (>=227.7bp)

TE: rnd_5 family 34
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consensus before TEtrimmer (bp)
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