Start crop Point End crop Point

1 MSA length = 1064 1
--------------------------------------------- GEEABCAAGCGCGGTTTTAGGEGGTAATAGGGGTAATTACCCTICCCAGACTAAT - = - - - - & - & ot o - oot oL Lol
--------------------------------------------------------------------- TAATAGGIGTAATTAICCTICCCAGACTAAT——————————TTTATITTTAATAAAIATAAAGTATTGCATGCAT—TTTATGTTTTITTIT——————————————————————————————————————————————————
----------------------------------------- B----------AGCGCGGTTTTAGGGGGTAATAGGGGTAATTACCCTCCCCAGACTAAT - -« - -----TTTATTTTTAATAAAAATAAAGTATTGCATGCAT - - - -ATGTTTT- - - - - TAATTAAAATINAMCC - cTABAARTATTTTCRAAAACACCTTT
---------------------------------------------------------------------------- GOAATTACCCTICCCAGACTAAT - -« o m o e oo oo - BAAGRAAGA CCT TARA Acmmmmmmm e -
---------------------------------------------------- AGCGCGITTTTAGGGGGTAATAGGIGTAATTACCCTCiICAGACTAAI— oo - TTTART TR TAATAAAAATAARGTATTGCTGCATATTTATGTTTTCTTTT@AATTAAAABTACHC - - CTABAARTATATTCTAAAACGCCTT- -
------------------------------------------------- - oo B TAATAGGGGTAAT TACCCT CECCAGRCTAAT - - - - - oo o oottt
----------------------------------------------------------- TTTTAGH-GIRBAATAGGGGTAAT TACHCTCCCCBGACTAAT - - < o m o e e oo oot oo oo oo oo - S TAATTAAAATTACHECC- - - -BBCTABAAGTATTTTCTEAAARBGCCTT
-------------------------------------------------------------------------------------------------------------- TTTATTTTTAATAAARTAAAGTATTGCATGCATATTATGTTTTCTTTTTAATTAAAATTACHCC - CTGHARTATTTTTAARACHGCCTRY-
-------------------------------------------------------------------- ATAATBAGGGTAATTARCCTCCCCAGACTAAT -« -« -« - - - - TTTATTTTTAATAGAAATAAAGTATTGCATGCAT - TTTATGTTTTCTTT T TIMBMAGAART - - - - - - - - - - e
GAAGH- - -GTABK- - - - - - GGTAATIRACCITCCCABBC TAAT - - - - - oo oo TTIRGEAAAAT CCTTT-
AAAARCET- - -A€- - -------- TTTAGGGIGEIATHGTAATTACCCTCCCIAGACTAAI ---------- TTTAT-TTTAATAAAAATAAAGTATTGCATGCATATTHARME- - - - - - - - - cBATH- - - -
------------------- AATRGCEGEAATTACHCTCCCCAGRCTAAT - - - - - o m oo oo TH- - - -
CAIGCGCGGTTTTAGGGIGTAATAGGGGTAATTACCCTCCCIAI!CTAAI --------------------------------------------------------------------------------------------------------------
--------- TTERGGCGGGGTAATAGGGGTAAT TACIITCCCCAGACTAAT - = - = - = o - o oo oottt oo oo
CAAICGCGGTTTTAGGGIGTAATAGGGGTAATTACETCCCC GACTAAT - === - --- BrrATTTTTAATAAAAATAAARTATTGCATGCATATTATGTTTT T TTTTAATTAAAATTACCC- - - - AAllATTTTCTAAAACGCC- - - -
------- AT TRTBGGGGGTAATAGGGGTAATTACCCTCCCCBGACTAAT - - - - - - - - - - TTPJATTTTTAATAAAAA - - AAGTATTGCAJJGCATATTTATGTTTTCTTTTTAATTAAAATTACHCC - - - - AAGTATTTTCHTE- - ---------
--------------- G-GGEBATAGGGGTAATTIJcCiflcC- CAGACTAAT - - - - - - - - - - TTTATTTTTAATJAAAATAAAGTATTGCATGTATATTTATGTTTTCTTTTTjaATTAAATTACHCC- AABITATTTTCT - - - - - - - oo - - -

CAAGCGCGGTTTTAGGGGGTAATAAGGGTAATTACCCTCCCCAGACTAAT = = = = = = = = = = = = @ o o o & o oo e o o e o o f oo o f o e oo oo e e o oo - TTANRARA T N N g AAE e

CAAGHGCGCBTTTAGGGGGTAATAGGGGTAAT TACCCTCCCCGACTAAT - - - -« v e m o m ot ettt oo ‘i ATEA - —TAMAAAA GCITC‘

CAAGCGCGGTTTTARGGGGTAATAGHGGTAATTACCCTCCCAGACTAAR- - -------- B ATTTTTRATAAAAATAAAGTATTGCAJGCATATTTATGTTTTCTTTTTAATTAAAATTACCC- AAJIATTTTCTAAAACHGCC - - -

---------------------------- TAATTACCITCCCCAGR C T AAT - - - - - - - o o o oo o o o ot et e e e e e e e e e e oo
------------------------------------------------------------------------------ T-ACCLCCCCAI!CTAAT
------------------------- AGAAABTGCETRCAATRT T TERABECAAGCGCAGTTTTAGGGGGTAATAGGGGTAAT TAICCTCCCCAGACTIRAT = -« oo oo e o e omoeoeoco oo oe oo - - TRATTAAAATTACECC - cTAliaAlTATTTTCTAAAACHGCC- - - -
---------------------------------------------------- AGCGCGGTTTAGGGGGTAATAGGGTAATTACCCTCCCAGACTAAT -« -« - - - - - - TTTATTTTTAATAAAAATAAAGTATTGCATGCAT -« -« ==« -« -« -« - - -TAATTAAAATTA- - - - - CTABAARTATTTTCTAAARClCCTTT -
-------------------------------------------------------------------------------------------- GG---FAB----------TTTATTTTTAATAAAAATAAAGTATTGCATIRCATAT T TATGT TT T T T T T - - - o e e e e et

------------- BeccllcTAATAGGGTAATTACBCTCCCAGACTAAT - - - - - - - - - -BTTATTTTTAATAAAAA A AR T T TGCATCATATTTATGTTTTCTTTTTABTTAAAATTA

BGGTTTTAGGGGTIATAGGJGTAATTACCCTCCCCAGACTAAT - - - - - - - - - - TTTATTTTTAATAAAAAEIAAGTATIGCATIC ------------------ B BrraanaTTACHCC- CTABAARTATTTTAAAA GCCTTTI

---------- TTEA GTAATAAGGGTAATTACCCTJCCCAGACTAAT - -« -« - - - -TTTATTTTTAAT- - - - -[JAAAGTATTGCATGCATATTTATGTTTTCTTTTTAATTAAAATTACHICC - CTABAAMTATTTTCTAAAACIGCCTCT
--------------------------------- THTBGAAGH- - - CAAICGCGGTTTTAGGGGTAATAAGGGTAATTACCCTCCCCAGACTAAT - - - - - - - - - - [T TATTTTTAATAAAAATAAAGTATTGCAT CATATTTATGTTTCTTTTTAATTAAAAR T CllCC - CTAGHABTATTTTCTAAAACHACC - - - -
-------------- TTTACTTATATAAAAATRTRAAAARTTA GCAGTTTTAGIGGGTAATAGGGITAATTAICCTCCCCAGACTAAT————————————————————————————————————————————————————————————ITAITAAAA TACH - - - - - - - - mm s m e e e e e
-------------------------------------------------------------------- BTAATAGGGETAATTACCITCCCCAGACTAAT

---------------------------- BaattacceTecjcAllicTAlT
AAGC.GGTTTTAGG—GGTAATAGGGGTAATTACCCTCCCCAGACTAAT

.......................................... TTTiAMcAAGcGeGGTTTTAGG GG TAATAGGGGTAATACClTCliccAJaCTAAT
................................................................................ ATTARCHTIRCEBAGACEAAT

-------------------------------------------------------------------------------------------------------------- TTTATTTT-AATAAAAATAAAGTATTGCATGCET-TTTATGTTTTCTTTTT CATAT ABAABRTETTH- - - A ATGTTH-
TTTAllccGTAATAGGGTl§ATTACCCTCCCCAACTAAT - - - - - - - - - TTPATTTTTAATAAAAATAAAGTITTGCATGTATATTTATGTTTTCTTTTAATTAAAATTARMCC - CTABAABTATTTTCTAAAACHGCH- - - -
TTTAGGGGGTAATAGGGGTAATTATCCTCCCCAGACTAAT - < o m o v me o om e oo BAATATATATAATE TATEE TATETATATERTATRTRTT-- - - BT TARETC- ATHAT M TG @ ET E8GTCcracC- - - -

----------------------------------------------------------------------------------------- BT B ATEAAT
-------------------------------------------------------------------------- GG TAATTAC|cffccccaGlcTAAT

------------- G.TAATIGGGGTAATTACCCTCCCCAGACTAAT
CAAGCGCGGTTTTA GGGGTAATAGIGGTAATTAICCTCCCCAGACTAAT

A CAAGCGCGGTTTTAIGGGGTAATAGGGGTAATTACCCTCCCCAGACTAAT ---------- TTTITTT.AATAA-TA.—TA-CATGT.ATITITITTTTCTITTTA T A T-TCT - - AIA ABTETT AAAACHGTE-TT -
TGATATTARTA - - - - - ATAREARTATTTTCRBAAANMA C TTI—
ACICCT CIA A 5 i A

CATATTTATGTTTTCTTTTHEAATTAAAATT

CITITITITGTIT T.TTTTTIT T-AIT

______________________________________________________________________________________________________________ TETATTTTERAMTAAAAATAAAGTATTGCAT
AT RA--------- TTTHABBGGETAATAAGGGTAATTACCCTCCCCAGARTAAT - - - - - - - TTRTTTT TABAAR- - AlClA T T

CIAGCGCGGTTTTAGGGGGTAATAGGGITAATTACCCTCCCCAGACTAAT

TCm s m o m e m e e e e eeaaaaaa

------------------------------------------------------------------- GGTAATAGGITAATTACCCTCCCCAGACTAAT

CAAGCGCAGTTTTA- - GG TAATAAGGGTAATTACCCTCCCAGACTAAT

-------------------- IA.AGGGTAATTACICTCC!.GACTAAT
-------------------------------------- ATGH- - - B8 cArGcGeGoTTTT GGGl TEATAGGGGTAATTACCCTCCCAACTAAT
------------------------------------------------------------------------------------------ CCABMACTAAT - == - ------ ABCH TBGA TBEAAABAAA - - - - - - - TRTBAGERAGARE- - - - - - - - - -
--------------------------------------------- cAaccGcGeTTTTAGGGTAABAGGGGTAATTACCCTCCCAGACTAAT - - - - - - - - - - T T[T TTTAATAAAAATAAAGTATTGTATGCATATTTATGTTTTCTTTTAATTARAATTAC
----------------------------- TEFACE THAATAR- - -GHABECAAGCGCGGTTTTAGGGGGTAATAGGGGTAATTACCCTCCCCAGACTAAT = -« - x s s s s o e o e o e o e e - - BAATTBAABTTAC
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TTARTAABE T THCH TG T ---- - - - e e
-------------------------------------------------- CAABCGCCRTTTTAGEEGGTABTAGGGGTAATTACCCTCCCCAGACTAAT = - = - = - = & oo f oo oo oot ooooooooooo..
-------------------------------------------------------------------------------------------------------------- TTTATTT————————————————————————————TIT-TTTTITITTTA.TAIA.TA‘TIT ATAIA1TATAT————————————————
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TAATTAAAATTACHCC - CTAGAAGTABTTTCTAA -« -« oo -
----------------------- AT TETEAATCERTTT-- -BF----------------GGCBBETAGCGGTAATTARCCTIHCCCAGARTAAT - -« v o e e e T T TAAAART - - - e
---------------------- AAGTATITRAAAATT TATBARTE- - - - - - - - - TTTTARE-GGTAATAGEGGTAATTACCHIBCCCCAGACTAAT = - - - - - - & - & - o s oo oL oL L L Lol
--------------------------------------------------------------------------------------------- L Y N R R R R R e T R
------------------------------------------------------------------ BT AABABCEG BB T TACCCTCCCCAGAIITAAT - - - - - - - - - o m oo T A Lol
---------------------------------------------------------------------------- CIBAATTARETCCCCAGACTAAT - -« -« -« - - - TTTATTTTTAABABAAATAAAGTATTGCATGCAT =T c-c-c o BAARE- - - - - - - o e e
--------------------------------- THTEAAAAR- - - BFABBCAAGCCHAGT TTAGEGGGTAATAGGGGTAATTACCCTCCCCAGACTAAT = - = - = - = - & - s - s oo oo e b b oL oL L Lo L L L Lol
--------------------------------------------- AGACAAGCGCTBTTTTAGCEGGTAATAG -GTAATTACCCTCCCAGACTAAT = - - - - - - o - s oo f ot ot L Lol
----------------------------------- TEAAAART T TIRBARE- - - - - - - AQTTT TBCEBGEBG TAATAAGGGTAATTACCCTCCCCAGA - = - AT = - = - = - s - s - s - oo oot oo Lol

TTTATTRTTAATAAAAATA - - - - ABTRTBTGCATATTTATGTTTTCTTTTTAATTAAAATTACECC - TEGTIA TATGGHE TATTTTH@A------------
------------------------------------------------------------ GAABBAABABBART- - - - - - - -
TTTABET T TAATAAAAAT - -« o c e e e TAATTAAAATTACHCC - [lc T ABAABTATTTTCTARAACGCCTTI

........................ TAIAAA-TITIAA-TTT“AAGCGCAGTTTTAIGGGGTAATAAGGGTAAITACCCTCCCCAGICTAAT
.

------------------------------------------------------ TTTA-----TAATAGGGGTAATTACCCTCCCCAGACTAAT

.AATTACCCTICCCAGACTAAT

-------------------------------------------------------------------------- AG AA.AICCTCCC AGACTAAT - - - - - - - - - —TTTATTTTTAATAIA
------------------ GTEAGGGGTAATTACCC
GCGITTTTIGGGGITAATAAGGGTAATTACCC

IAIAIAGTAT.TATGTATATIT-TTT.TTT.A.AAA-A CIC'ArArAITTT-A
cC- CTABAANT

CCAGACTAAT - = - == - = - - - B AT TTTAATAAABATAAAGTATTGCATGTATATTTATGTTTTCTTTTTAATTAAAATTAC ATATTCTAAAACHGCC- - - -
TCMC CAGA C T T AAT - - - & - - o o o o o o L 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 1064 bp

size: 1064bp; fragments: 241; full length: 0 (>=957.6bp)
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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: 1465bp; fragments: 239; full length: 0 (>=1318.5bp)
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size: 1009bp; fragments: 247; full length: 4 (>=908.1bp)

TE: rnd_5 family 4921
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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