Start crop Point End crop Point

MSA length = 288 1
.AITATT.AT-TITCAIATI—TATAIAGTAGAGGIAGITAGC.ATTCTACATCAGGICAGGTGCAGIAGCAAAACACAACCTCAACACAACCAC ---------- GTGTTTTCTCTGCACCTGCACCTGATGAGAATCIGCCATCTICCTCTACT --------------------------------------------------
----------------------------------------------------------------------------- IAACACAACCICAACACAACAIC——————————GTITTTTTTCT CITGIA——————————————————————————————I——————————— A ATC
-------------------------------- GTAGAGGGAGATGGC ATTITACATCAGGTCAGITGCAGGAGCAAAACACAACCTCAACACAACCAC——————————————————TITG ACCTGCACCTGATGAGAATCGICCATCTCCITCTACT————————————————— H A TTC

ATIAIT G THTT- TATAT-BAGTAGAGGGARATGGCHBA - - - - - - - - CAGGTCAGGTGCAIGAGIAA.CACAACCTCAACACAACCAC ---------- GTGTTTTCTCTGCACCTGCACITIATGAGAATCGGCCIT TCCCTCTACT.T- A TTC
AATAATTEGT TRTCGT TCAIATA AGTAGAGGGAACGGC ATTCTGCATIAIGTCAGGTGCAGGAGTAAAACACAACCTCAACACAACCAI ---------- GTG TTCTITGCACCTGIACCTGATGAGAATCGGCCAT TCCCTCTAC
AATAITT GT THTTATETT-TATA ——TAGAGGGAGATGIC A----- CATCAGGTCAGGIGCAGGAITAAAACACAACCTIAACACAACCAC ---------- GTHTT TCTCTICACCTGCACCTGATGAGAATC -----------------

AGTAGAAJJGAGATGGC ATTCTGCATCAGGTCAIGTGAAIGAGCAAAACACAACITCAACACAACAIC --------------------------------------------------------------------------------------------------------------

AGTTGAAGGAGATGGCIBATTCTGATCAGATCAGGJGCAGGAGCAAAACACAACHTCHACACAACC- -« -« - - oo e e - TTCTCTGCACCTGCACCTGATGAGAATCGGCCfjcTccTTcjacTilc A-AATTIRA-ABT - - - - - - - - -
GTAGAGGAGATGGCHBA - - - - - - - - CAGGTCAGGTGCAGGEBGCAA- - - ACAACCTCAACACAACCEC- --------- GTRTTTTCTCTGCACCTGCACCTHATRACHATIREGCCATCT - - - - - - - - - C - --BATTBATE- - - - - - - - oo
AGTAGEGGJAGATGGCIMA - - CTARATAGGTCAGGTGCAGGAGCAAAAACAACCTCAABABAACCAC- - - - - - - - - - GTGTTTTCJCTGCACCTGCACCTGATAGAATCGGCCATCTCJcTCTAC T TTAGAATT - - TARE TRTCHA T ARA & BTETA - - ----------
AGTAGAGGGAGATGGCIMBA - - - - - - = - - == - == - - - TGAMGGEGCAAABCACAACHTCAACACAACABC - - - - - - - - - N T e i
AGTAAGGAGATGCII8A T TCTGCATCAGGTCAGTGCAJJGAGCAAAACACAACCTCAACACAARICAC- - - - - - - - - - AT T e B -
-------------------------------------------------------------------------------------------------------------- R e (o e
AGTTGAGGGAGATGGBA TTCTGCATCAGGTCAGGTGCAGIJAGCAAAfjCACAACTIAACACAACCAC- - - - - - - - - - GTGTTTTCTCTGCACCTGCARCTGATGAGAATCGGCCATCTCHCTCTACTRBMTEIM - - - - - - - - - - e oo
IAGTAGAGIGAGATGGC ATTCTGCATCAGATCAGGTGCAGGAGCAAAACACAACCTIAACARBAARAAC- - - - - - - - -- GTGTTTTCTCTGCACCTGCACCTGATGAGAATCGlcCATCTCCCTCACTIMCEIE - - - - - - - - - - - - - - - oo oo oo oo e e e et
-------------------------------------------------------------------------------------------------------------- ATGTTfTCTCTGCATGCACCTGATGAGAATCGGRCATCTCCTCACT - - - -AATT--TA
AGBAGAGGGAGATGGCRBBA - - - - - - -« - - - - - oo AGCAAAACACAARCT CAACACAACCAR- - - - - - o c e TTGAAARTHA - A
CTTRGCHBACACACGCERE- - - - - - - - - - - GICAGGICAAGGAGCAAIACACIACCTCAACACAAICAC ---------- GTGTTBBT TCTOBA- - - -« v s e e e e
AGTAGAGGGAGATGGCIMBA - - - - - - - - CAGGT- - - - TGCAGGAGCAAAACACAACCTCAACACAARCAC - - - == - = - - - GTGTTTTCcTGCACCTGjAC
----- GTECAGABCAGCECAAGGAGCAAAACACAACCTCAACACAACCAC = -« -« oo -« GG T - - v s e e
---------------------------------------------- BABC- - - - e
------------------------------------------------------------ GTRTTTTCRCTGCABE- - - - - - - - e e
-------------------- ATATTATAC - AGGGAGATGG o
BE BT ATTTRCTARAGRE T TATATT-TAT THAATTTEG T AGIAITT - - - - - - - - - - - - s o s oo GTGTTE------- WCCTGCACCTGATGAGAATCHCECATCTCCCTCTACT AT THBR - - - - - - - - - - - - - - - - - -
AGTAGAGGGAGATGGMBMEIE - - - - - - - - - - = === === == == == == - oo AACACAACCAC - = = = = = = = = = oo oo e e e e e e e e e e e
CECECARTCTATTAT - - - - - - - - - TRGTEAGGTGCAGCBGTAAAACACAACCTCAACACAACC - = - = - = - = - s m s -t o e ottt e L Lol
AGACAGCINEN - - - - - - - - CAGAI!AGG—CCIGGAGCAIAACACAACCTCAACAIAICCIC ---------- GTGT T CT CBGBAI T - - - - - - - - o oo ool
----------------------------------------------------------------------------------------- TTCTCTGCACHTGCACCTGATGAGAATClcccBTcTcfjcTliTACT e e e e oo
------------------------------------------------------------- O CAAC - - - - o m o m et e TTG---TT--TA T THRATA ARG TARA
------------------------------ AGTAGAGGGAGATGG TTrGcATCARGTCAGGTGCA GAGCAAAACACAACCTCAAI!CAACC e e e e e e e e e e e e e e - - —IAITIAATA-TmT.A‘AT‘A.
“TITATTA— .- - ACTTGAG‘GACAGC ------------- CAG“CA.!-GAGCAIAACACAACCTCAACAIAICCAC ---------- GTGT T T T CBG A - - - - - - - - - m oo e
TGTAT- - -AT-BACTTHAGEERGACAHCIEE - - - - - - - ---- - - - AGIEECAABEBAGCAAABCACAACCTCAACABAACTAC - - - - - - - - s m s m e m el TTC

GTGTTTTTTCTGCACCTGIACCTGATGAGAAIC.CCATCTCCTTCT
R L R I

---------------------------------------- AflATGc e------- - - -ACRTGEAGGAGCBAAACAAACCTCAACACAACCAC- == -« - - - - -GTGTTTTCTCTGCACCEGCACCTGATGARAATCGGCCATCTRCCTCTE- - -AARTT--TA
.AAAAITT ATA TITT—TATTATATA - —IAGAGGGAGATGGC TTCTG.TCAIGTCAGGTGCAGGAGTAAAACACAACCTCAACACAACI ------------ GTGTTTTCTCTGCACCTGCACCTGATGAG ATCGG- ------------ - -AATT- - -
--------- A T----TATTATATAR----------- C ATICTGCATCAGGTCAGGTGCAGIAGTAAAACACAACCTCAACACAACCAC e - —GTGTTTTCTCTGCACCTGCACITGA.AGAAICIGCCATCTCCCTCTICT

------ GT caTAaTC-[Jaca AAGIIAGATAG A--v-eeeeeeeo-CAGGTGCAGGAGCAAAACACAACCTCAACACAACA - = = = = = = = = = m e e o 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 -
------------------------------ AGGEIAGATGG ————————————————————AGGAGCAAAACACAAICTCAACACAACCAC——————————GTGTTTTCTCTGCACITICACCTGATIAGAATCGGICATCTCCCTCTACT
------------------------------ GTAGAGGGAGATGGC oo A BTCTCTGCACCTGCACCTGATGAGAATCGGCCATCTCCCTCTACT

TAGAGGGAGATGGC
ATGGC

---------------------------------- ABGARGA
-BaaaTTT TT-TRTT--ATAR- - TABAAGGANATGG
AATATTTEATA TATIEEA - - - -BBGTAGAGGGAGATGG
A

Bratlr TTGTART - ------- TAGAABGAGACGHETETA - - - - - CATCAGGBCAGGTGCAGGBGCAAAABACAARCTCAACACAACABE- - ---------------- TCTGCACCTGCACCTGATGAGAATCGGMCATCTCCCTC- - - - - -

AATRTTTRGRAGET TBTC- - - ------- AGTAGAGGGAGATGGCIMMA - - - - - - - - - o o oo oo oo AACACAACCAC--=--=------ A-vmmmm - CTGCACCTGCACCTGATGAGAATCGCCATTllccTCcTACT
------------------------------ AGTAGAGGRARATGCBEATTCTACATCAGGTAGGTGCAGGAGCABAACACAACCTCAACACAACCAC = = = = = = = = w s s s st o oot i ——TTAﬁITTAA—
------ TTTHATAR T T TGTA- - - - - - o oo R ch N Bl < < L .- -BEATT-AT
-ATITTTIGTAHC ---------- CTTRAABBAGACCGCIORE- - - - - - - TCAGAJCAGGCAAGAGTAAAACACAACCTAACACAACCAC- - - - - - - - - - RN e L B R e
-------------------- AATTA -l TEBRACTAGAGGGAGATIG R R e |1 < (oY < o e e R EE TR
----------------------------------------- GACAGC e e e e e e e e e e e e e e e e e et e b e e e e e e e bbb e e e e e e e e e e oo
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa After TEtrimmer 288 bp
size: 288bp; fragments: 143; full length: 4 (>=259.2bp)
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)ed g 1.bed fm 1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa
size: 594bp; fragments: 132; full length: 0 (>=534.6bp)
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divergence to consensus (%)
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TE: rnd_5 family 1785

size: 267bp; fragments: 166; full length: 2 (>=240.3bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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