Start crop Point End crop Point

MSA length = 417

TA- - ATATTGTTAC ATTTCGTGGGTCCITAATTTAAACICACGATAA AAIA- ---------- GAAATCTTTTTCCGTTAGTTGTCITTTCTTATTTTATIGAGAGATGTCGCTAGTIGCTAGCGGTCIGTGAC—AATATTT ------
----------------------- - -TAT ATATTGTT GATTCCGTAJcjccTTAATTTAAACACHCGATARABACACTT- - - - - - - - - - -GAJATCTTTTTCCGTTAGTTGTCGTTTCTATTTTATCGAGAGATGTCGC-AGTCGCTAGCGGTCCGTGAC-AATATHT
-------------------- TA- - TATTGTTA GGATTCCGTGGGTCITTAATTTIAACACACGATAAAAACACTT———————————IAAATCTTTTICCGTTAGTTGTIGTTTC TATTTIAICGAGAGATGTCGCTAGTIGCTIGCGGTTCATGAC—AATAT
----------------------------------------------- TAITGTTA GGATTCCGTAIGTCCTTAATITAAACACACIATAAAAACA.TA— e —GAIATCTTTTTCCITTAGTTGTCGTTICTTATTTTATCGAGAGITGTIGITAGTCGCTAGCAGTCCGTGAIAAATAT
------------------------------------ TA- - A - - r e GAAATCTTTRTCCGTTAGTTGTCGTTTCTTATTTTATBAGAGATGTCGCTAGTCGCTAGCGGTCCGTGAC-AATATTT
e AR AT AT = - s e e e e e e e e TACACBCGATAAAAAACT TA == ------- GAAATIITTTTTCC TTAGTTITCGTTTCTTATTTTATCGAGAGITG ------- TCGCTAGCAGJCCGTGAC-AATATTT
ATG TT-ACGGATTCCGTAGGTCCTTAATTTAAAIAC CGATAAAAABACTTA- - - - - - - - - - GAAATETTTTTC TTAITTGTIGTTTCTIATTTTATCGAGAGATATCGCT ------ TAICGGTCIATGAC—AATATT
.- ATEBTTGTTACGGATTCCGTGGGTCCTTAATTTAAACACACGATAAAAACA - -T- == -nm - - GABATCTTTTCCGTTAGTTGTCGTTTCTTATTTTATCGAGAGRTGT - - - - - GTCGCTAGCGGTCCGTGAJ]-AATATTT
------ ATATTGTTACGGATTCCGTGGGTCCTTAATTTAAACAC ATAAAAACAITTA— e —G‘ATCTTT TCCGTTAGTTGTCGTTTCTTA.TTATCIAGAGATGTCGCT— —ICGCTAGCGGTTIGTGACAIAT e
ATITTGTTACGIATTTCGTGGGTICTTAATTTAAACACA GATAAAAACACT T = = = = = = = m o m o m o e m 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 TAGTCGCTAGCGGTCCATGICAAAT ------
N 1 TAATTTABACABECG -BAAAAACACTTA- - - - - - - - GAAATITTTTTCCGTTAGTTTCGTTTCTTATTTTAJ@GAIAGATGTCGCTAGTCGCTAGCAGTCCGTGAC -[A
TATIGTIACGGATTCCGIGGGTCITTAATTTAAACACACGA ----- ACACTTA---------- GAAATCITT - —CGTTAGTTGTCGT.CTTATTTCATCGA AGATGTCICCAITIA.A.AA TC.G.AAATA TT
N N ]AA.ACACGA— —AAAICACTTA -------------- T TTTTTICGTTAGITGTCGTTTCITATTTCATCGAGAGATGTCGCC --------- CGGT CGTGAC—IATAT T. -------------------
ATATTGTTACGGETTTRGTGGTCCTTAATRBAAACACACGATAAAAACACT T - - @« o c s e m ottt Commmmmm - COMTACGTGAC-AATAT - =« =« - e oo e e e o
---------------------------------------------------- TIA.G!ITTIGTGGITCCTTAATTTAAACACACGATAAAA-TI— e - —GAAITITTTTTCCGTIAGTTGTCGTTTCITATTTCATCGAGAGATATCGCTAGTCGCTAICGATCCGTGAC -AATATT TITT.
--------------------------------------------------------------------------- ITTAAACACACG——AIAAACACTT———————————GAAATCTTITTCIGTTAGTTGTCGTTTCTTATTTTATCGAGAGATITCGCTAGTCGCTAGCGGTICGIGICAAITAT -
ATATTGTTACGGATTCCGTAGGTCCTTAATTTAAACAINE- TAAAAACACTT - - - - oo - GAAATCTTTTTCCGTAfTTGTCGTTT T TATTTTATCGAGAGATGTCGCTAGTCGCTAGCGGTCCATGACAAATIRT T TINIGITCEEEIIE - - - - - -
ATATTGTTAIGGATTCCITGGGTCCTTAATTTAAACACACGATAAAAACICIT ----------- .A.CTTTI— —CGTTAGTTGTCGTTTCTTATTTTATCGAIAIATA ----- AGTHGCTAGCGGTCCGTGAC-AATATEGTTCCAGATTTTTAATG- - - - - -
2 ICTTAATTTAAACACAC—.AAAAACACTTA ------------------------------------------------------------ l - GITAGCGGTCCITGAC—AATATT --------------
------------------------------------------------------------------------------------------------- 0 0 GCTAGCGGTCCGTGAC—IATA e
TATIGTTACGGATTCCGTGGGTCCTTAATTTAAACACACGATAAAAACACT T - - = = = = = m m o 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 o e - T-GTCGCTAGCGGTCCGTGAC - AATAT@T
TA TGTTACGGATTCCGTAGGTCCITAATTTIAACAIACG .AAAACACTT ----------- IAAATCTTTTTCIGTTAGTTGTCGTTTCTIATTTTATCGAIAIATGTCGCT-ACTAGIGAT.ATG IATAT T
TGTTA GGATTCCGTGGGTICTTAATTTAAACACACGATAAAAACICTTA ------------------------------------------------------------ Tommm - - TAGCGGTCC CAAABATTT
TATTGTTA GGATTCCGTGGGTCCTTAATTTAAACACICGAIAAIAACACTT ----------- GAAATCTTTTTCCGTTAGTTGTCHTTTCTTABTTTATCGAGAGATGTCGC -« -« -« - AAT TR T - - - - - - m e
ARTTRAABEAAAA ATARTGTTACGGATTCCGJGGGTCTTAATTTAAACACACHA - - AAAACACT T -« -« - - - - - - GAAATCTTTTTCRGTTAGTTGTCGTTTCTTABTTTATHGABAGATGTCGCC- - TCGCTAG- ==« -« -« -« - - AATARTT
GG TEAARTEAGA ATATTGTTACGHATCCGTGGGTCCTTAATTTAAACACACGATAARBAAR- - - - - ---------- GAAAGCETRTTC-------- GTCTTTCTTATTTTATCJAGAGATGTCGCT - -[JCGCTAGCGATTCGTGAC- AATATTT
--------------------------------------------- TAT - m s m s m s m s AARACT T A -t s LLLoo.o.o.o.-.-.-.-.-------TCGCTAGCGGBCCGBACAAAGART
---------------------------------------------------------------------- CTTEATTTAAACACARG - BAAAACACET - - - - - - v e e e T - ACGCTAGCGGTTCGTGACAAATABT T
CTCE T TAAAB@CAAAR- - - - THTTE "ACAA~ B ACETET /- - - - - - BATTGTTBCGGATTCCGTGCHTCCTTAATTTAAACACACIHATAAAAARACT TR- - -« ---------- TRTTTTTCCGTTAGTTGTCGTTRCRTATTTTATCAGAGATGTCGCC- - - - - - - - - GGTCCGTGAC-AATATTT
----------- GGAA AT AT e et ATAAAAATACT TA- - - - - - - - - -GAAATCTTTTTCCRTTAGTTGTEGTTTCTTATTTTATCGAGAGATGTCGCC- - - - - - - A CGATTCGTGAC—AATIT
ATBTTGTTACGGATCCGTGGGTCCTTAATTTAAACACACGATAAAAACACT T -« -« -« -« - - GAAATCRTTTTHCGTTAGTRGTCGTTTCETABT TTATCHAGAGATATCGCT - -« - v - v e - - TGAC-AATAT
TATTGTTACGGATTCCGTAGGTCCTTAATTTAAACACACHATAAAAACACT TA - - -« o c - sm ot ettt oo oo CGCTAGCGGTC
------- AITITTACGGATTCCGTGGGTCCTTAATTTAAAIACACGATAAAAACACTT———————————GAIATITTTTTCCGTTAGTTGTCGTTTCTTATTTTATCGAGAGATGTCGCTAGTCGCTAGCIGTCCGT
TATTGTTACGGEBTCCGTGHEBTCCTTAATTTAAACACAIGATAAAAACACIT - - - - - - - - c o m e B--- -
- ATATTGTTABGGATTCCGTAGGTC -BAATTTAAACACACGABAAAAACEI T - - - - - - - - e e e e e T---CGCTAGCAGTTCATGAC-ATAT -« -« v vamama i
- ATATTGTTATGHEABTCCGTAGGTCCTTAATTTAAACACACGATABAAAIACET A - - - - -« e e T TAGlGGTCCGGAR- AATATTT
----------------------------- - AR Tl T TACGGATTCCGIAGGTCCTTAATTTAAACAJACGATAAAAACACTTA TCGCTAGCGGTCCGTGAC-AATATTT
TT GAl- - - - TT - ATAT- - - - - CGGETTCCCRGGGTRCTTAAT TAAARACACHATAAAAACACETA - - - - - - - - o e ettt i m oo oo o s o m ot
-TCTT TTETGEAATATTAGEEA - -ATTT T - - - - - - - - - - - - - oo oo oo oo TAAAAACAII- - - - - - - - - - - oo e e T AGCGGTIiGIGAI—AITAT T
TTACHGATTTCGTGGGTCCTTAATTTAAACACACGATAAAAACATIT T = - = - = - - - oo e oot THG- - - - TAGCGGTTGTGAC- AATAT

-------------------------------------------------------------------------------------------------------------- T-GICGCTAGCGGTCCGTGACAAATA
TATA— - - —TATTGTTACIGATTTCGTGGGT.TTAATTTAAAC = - ACGATAAAAACACT T = = = = = = = = = mm e o oo e e e ke e e e e e oo I TABCAATCR- - - - - -
R < L < e R R TBcccABicceTGAC-

ATA.GTTICGGATICCGTGGGTI

TAT------- BATTTCGTACHET TAGTCACTAGCAJJTCCGTGACAAAT

Tovoooooooeeeee e -TTABAACACGATAAAAACACI - - - - - - - - - o oo e TCGCTAGCGGTTCGTGAlAAATETIT
ATIT—ITTA-ATTCCGTAGGTC.TAATTTAAACACACGATAAAAACACTTA IEEEE e CGGTCCGTGACAAMTATT
ATATTGTTACGGATTCCGTGGfrccTTAAfTTAAACACHC ATAAAAACACTIA ------------------------------------------------------------- AGTCACTAICAAT.ATIAI—AA ---------------------
ATATTGTTACGATTCCGTGGGTCCTTAATTTAAACACACEATAANA - -BT------------ GAAATCTRTTTHCCTTAGTIBG- - - - - - - - - - - - - - - oo oo TRA - - - - - oo
ATATTITTAGRATTTCGTGGGTCCTTAATTTAAAACACHARAA o TC AGTTCATRARABETB--------------e e -
ATAB-------- - GO T TAABT TAAACACACGA - - AAAACACT TA = - = - - - oo ettt ottt TABTAGTCBATGAR- - - - - - e e AC
------------------------------------------------------------ GAAATCTTTTTCCGTTAGTTGTCGTTTITTATTTTATCGAGAGATATCGCC————————— GGTCCGTGAC-ABTATETR--------------------
-------------------------------------------------------------------------------------------------------------- TAGTCGCTAGCGGTCCGTGBC-AATAT =« -« - w o e o e o m o c e
----------------------------------------------- TATECETACGGATTCCGTGGGTCCTTAATTTAAACACACGATAAAAACACTTA- - --------BAan- - BETRTTCClTTAGTHRGTCGTTTCETABBT TATCGAGAGATG- - - - - - - TCGCTAGCA- - CCATGAC- AITAT T TR T T AT TGGETC 17 -
------- ATABTGTTACGG--TTCGTGGGTCCETAATTTBAACARACGATAAAAACACT T -« s e e e e e e e oo oo L AGTERT T BT T TGAB-AA- - - - - oo
- -TA---BTATTGTTACGGATTCCGTGGGTCHT TAMTTTAAACACACGATBAAAACACT TA - - - - -« o x o x o m o m ottt BAG----TAGCGGTCCRTHAB- ABTATTEE- - - - - - - - oo oo -
--------------------------------------------------------------------------------------------------------------------------------------------------------------------- ATECHARMTCcGTGAR- AAT -----------C---G6
- Com o o ot o e e o o e o e e e e e e e e e e e e e e e e e e daao
L < L e R R
CBGTCGC - m e e e
------------------------------------------------------------------------------------------------------------------------------------------------------------------- TCACBAGCGGTCCGTGAC-AATATT - - -----------------
AAAARTCTT TTRTATAGTATARA- - - - - - - - - - - - AMGEBGHE TCCGTGGGRCCTTAATTTAAACACARGATAAAAACATIT - - - - - - - - - - - o oo oo oo oooooooooo.-
AAAAM- - - - R < N e e CGCTAGGGTCCGTGAC- AATAT - --TT7TTH-
---------- GAAAM- - - - TA- - ATATTGTTACGGATTCCGTAGGTClTTAATTTAARBCARACG- 1AAAACAC.TIA— e - WEFTCGCTAGCAGTCCGTGACAAATTT THTCA-
AT - - - - oo oo AAAACAIIBITA - - - - - - - o oo TCGCIAGCGATCCGTGACA - = - - - o o oo oo oo oo o -
ATGETGTTABGGATTTCGTGIMBTCCTTAATTTAAACACACGATAAAAACACT T - ===« - - - - - - GEAATITTTTC- -BlAl T TGTCGTTTCTTARTTTATCGAGAGATGTCGCC - - - —iGCAAT. ----------------------------------
ABABTETTACGGATTCRGTGGGTCCTTAATTTAAACACACIIATAAATACACEI - - - - - - - - - - - - o oo oo oo
-------------------------------------------------------------------------------------------------------------- GAAATTTTTTCClTTAGTGlGTTTCTTATTTCATCGAGAGATA- - - - - - - TCGCJjalcceTccaTGAC - AATIH T TN
ATATTGTTACG ATT——ITGGGTICTTAATTTAAAIACACGATAAAAACA 0
ATARTGTTRBCGGTTCCGTAGGTCCTTAATTTAAACACACATAAAAACECTT - - - - - - - - - - - BraatcrrrrreciiiacT TG T TCTATTTCATCGA- -GATGTCGCTAGTCACTAGCGGTCCGTACARATARRT
GA~BAGG~ ~ GAAI— .- - ATATTGTTACGGATTCCGTGGGTCTTATTTAAACACA - - AAAACACITA ---------- GABATCBTTTTCCOTTART T - - - e e e AGTCGCTAGCGGJcCjTACAWATATTT
--------- AGABATC-T ——————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————————TIGCTA GGTCCGTGAC-AATATTT
----------------------------------------------------------------------------------- AAAA ceeeee-----GAAABCTTTTTCCGIMAG TGT TTTCTATTTCATRGAGAGHT - - - - —TAGTCGCTA!IGGTCCGTGAC CAATATTT
--------------- GIGTCITTAATTTAAACACACG AAAACARTT----------- AT TTTTTCClTTEMTTGT TTTCI!ATTTTAT -------------------- AGCGARMBC- - - -« v e e
ATBTTGTTACGGATTCCTAGGTCCTTAATTTAAACAACGATAAAAACARTT - - - -« - - - - - - A CTTTTHCCCTTARE- - - - - - - - m e e BB TCCBAGCGGTC - m - e e e
N - L cAaGTHlG GATHcATHACAGIMA T TT-- - - - oo

-------------------------------------------------------------------------------------------------------------- CAGTHG GATECATEACA

AG

AG

-------------------- ATATTGTTACGGATTCCGTGIGTRCcTTAATTTAAACACACHARAAAAARARTHA TTCATHARBAR - - - - - - - - - - - - - - oo
AAAAI ATATTGTTACGGATTCCGTGHGTHMCTTAATTTAAACACACHARAAAAARARTHEA TTCATHABBAR - - - - - - - - - - - - - - oo oo oo o

VY BT B 0 IV R I N

.
‘T— - - —AC.ATTC-GITCCTTAATTTAAACACACGATAAAAACACTEI
A

TATTGTTACGGATT - - GTAGGTCCTTAATT.AAC CACGATAAAAACACT
ATATIGTTACGGATTCCITGGITCCTTAATTTAAA ACGA - - AAAACACTTA
---------------------------------------------- ACACETA
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 417 bp
size: 417bp; fragments: 263; full length: 23 (>=375.3bp)
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size: 735bp; fragments: 178; full length: 0 (>=661.5bp)
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TE: rnd_4 family 457
size: 334bp; fragments: 157; full length: 12 (>=300.6bp)
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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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[E consensus before TEtrimmer (bp)
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