Start crop Point End crop Point

MSA length = 1030 1
------------- TTAAAGGTACTTTTAGAIGGTCAGTTCAGTTTCCGTTCAITTTIAG————T——————————ITGAAACTGAAACTGAACIGAAA CTGAACTGACCGTCTAAA-GTACC e
AGANA TTAAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAMTTTHAG- - - -T---------- TGAAACTGAAACTGAACGGAAABCTGAACTGACCGTCTAAA-GTACCT
AAAM- - - - - - CTCGAAAABATCC AT TGTAG T TAAR- - - - - - - - - - o oo L E CTGAAACTGAAACTGEABGGAAARCTGAACTGACCGTCTAAAAGTACCTT
----- AGA e T - CTHAAACTAAACTGAACGGAAABCTGAACTIACCGTCTAAAARTACCTT
AA TTAAAGGTACTTTTAGBCGGTCAGTTCAGTTTCCGTTCAGTTTCAG =« =T ==« =-x--- CTGAAACTGAAACTGAACGGAAAMCTGAACTGACCGTCTABAAGTACCTT
AAAG- - - -GTTTARAABMAGCGART AR TEGTG TAC - - - - - CIB T - - - - - -« - = & s & oo o e o o e o e o b ot o ot ot et e e oo CTGAAACTGAAACTGAACGGAAAMCTGAACTGACCGTCTAAAAGTACCTT
AAAG- - - -GTTTARAABAAGCGART AR TEGTG TAC - - - - - CBB T - - - - - =« « = & o o oo ot o oo o et b et bt ot e e e e e oo CTGAAACTGAAACTGAACGGAAAMCTGAACTGACCGTCTAAAAGTACCTT
--------------------------------------------------------------------------------- T--------------AACHIGAAACTGAACGGAAAMCTGAACTIJACCGTCTAAAAGTACCTT
------------------------------------------------------------------------------------------------------------------ AACTGAAACTGAACGGAAARCTGAACTGACCIITCTAAAAGTACCTT
TRTG T TETT- - - —IATAAAGGTACTTTTAGACGGICAGTTCAGTTTCIGTTCAGTTTC ------ R AACTGAJJACIlIAACGGAAARCTGAACTGACHGTITAAAART AT
Teon-- TTAAA -BBATTAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGTTTCAG - == -T-=cmcmamonon-- AACTGAAACTGAACGAAARCIIGAACTGACCTCTAAAAGTACCTT
--------------------------------------------------------------------------------------------------- Te-c-c---------AACTGAAACTGAACGGAAABCTGARCT -ACCGTCTAAAAGTACCTT
-------------------------------------------------------------------------------------------------------------- CTGAAACTJAAACTGAACGGAABMCTIIAACTGABICGTCTAAAAGTAICTT
------------------------------------------------------------------------------------------------------------------ AACT!IAACTGAACGGAAA CTGAACTGA GTCTAAAAGTI!IT
----------------------------------------------------------------------------------------------------------------------------- AACHGAAARCTGAACTGECCGTCJaAAAAGTACCT
----- AAGGTACTTTTAGACGGTCAGTTIAGTTTCCGTTTAGTTTCAGATTT———————————————AACTGAAACTGAACIGAAA e
------------------------------------------------- Te-c-c---------AACTGAAACTGAACGGAAABCTGAACTGACCGTCTAAAAGTECHTT
--------------------------------------------------------------------- CTGAAACTGAAACTGAACGGAAARCTIJAACTGACCGTCTAAAAGTACCTT
-------- CTTTTAGAMGHTCAGTTCARTTTCCGTTAGTTCAGATTT - - - - - - - - - - - CJGAAACTGAAACTGAACGGAAARICTGABCTGACCGTCTAAAAGTACHT
TAAJGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGTT - - - - - - - - L E CTGABACTGAAACTGAACGGAAARCTGAACTGACCGTCTAAAAGTACCTT ATTRTTAAATYR
-------------------- TACTTTTAGACGGTIRAGTTCAGTTTCCGTTCAGT TTCAGATT T - x o ccmmmmm oo oo e e oe oo oo - - AACTGACCGTCTAAAAGTACCTT GT ATTHT - TAAT -
TAABGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGT T === - - - - - L E CTGABACTGAAACTGAACGGAAANICTGAACTGCCGTCTAAAAGTACCTT ATTITTAAATHR
TETAARGTACTTTTAGACGGTCAGTTAGTTTCCGTTTAGTTTCAGAT TT - - - - - - - - - - - CTGAAACTGAAACTGAACGGEAARCTGAACTGACCGTCJAAAAGTACCTT
ABATIRAA - - -[AT - - R LY L R CTGAAACTGAAACTGAACGGAAARCTGAACTGARJCGTCTAAAAGTACCTT
ATACTEAAAR-TAT - - TEBTTAAATGET TAAAGGIICTTTTAGACGGTCAGTTCAGTTTCGTTCAGT T - - - - - - - - 0
-------------------------------------------------------------------------------------------------------------- CTGAAACTGAAACTGAACGGAAAICTGAACTGACCGTCTAAAAGTACCTT
-------------------------------------------------- TAAAGGTACTTTTGACGGTCAGTTCAGTTTCCGTTCAGTT -« - -ATTT@---------- CTGAAACTGAAACTGAAIGGAAAICTGAACTGACCGTCTAAAAGTA.T
A T.ATAIAGGTACTTTT!IACGGTCAGTTCAGTTTCCGTTCAGTTTCAG— e CTGAAACTGAAACTGAACGGAAA - - - - AACTGCIIGTCTAAAAGTACCTT
A-ommmmmm o @ CEBT T TAGACGGTCAGTTCAGTTTCCGTTTEGTTTCAGAT T T - =« =22 a - - - - AACTGAAACTG- - - - - - AACTGAACTGACHGTITAAAAGTACCT
--------------------------------------------------------------------------- AACGGJAARCTGAACJGACCGTCTAAAAGTACCTT
TAAAGGTECTTTTAGACGGTCAGTTIAGTTTCCGTTCAGTTTCAGATTT---------- CTGAAACTGAAAC- - - - CGI!AA CTGAACTGACCITCTAAAAGTACCTT
--------------------------------------------------------------- AAACTGAAACTGAACGGAAABCTGAACTGACHGTCTAAABG
---------------------------- BrrcCGTTCAGTTTCABATTT---------------AACTGAAACTGAACGGAAA CTGAACT.C‘TC —AAA!I
TAAAGGTACTTTTAGACGGTCAGTTCAGTTTCRGTTCAGTTTCAGATT T -« c-cmcmmm o AACT - === =-=---- GAAAICTGAACTGACCGTCTAAAAGTACCT
-------------------------------------------------------------------------------------------------------------- lrcaaacTGAAACTAACGAAARICTGAACTGACCGTCTAAAAGTA
@rrCcABTTTCAGATTT-wmc e AARRTGAAACTGAACGGAAABCTIAACTG -« -« - oo e e
----------------------------------------------------------------------------------------------- ATTHET--------------[JACTGAAACTGAACGGAAABCTGAACTGACCHTCTAAAAGTACCTT
AATEITTTAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCART--------- ) I!ACTGAAACTGAACG AAAMCTGAACTGACCGTCTAAAAGTAJCTT
AITlTAAAGGTACTTTTAGACGGTCAGTTIAGTTTCIGTTCAGTTTC— CATTT - s s e mmmmmm e e o - AAJITGAAACTGAACGIAAARCTGAACTGACCITCTAAAAGTACCTT
----------------------------------------------------------------------------------------------- AACTGAAACTGAACGRAAARETH
------ BG T TAAAGGTACTTTTAGACGGTCAGTTCAGTTTCHGTTCARTE----------------c-cccao oo - - -GAAACTGAACTGACCGTCTAAAAGTACETT
_____________________________________________________ S
--------------------------------------------------------------------- cClcaaacTGAAACTGAACGGAAANCTGAACGACCGTCTAAAfTACCTT -

AACTIAAACTGAACGGAAA CTGAACTGACCGTCTAIAAGTACCTT
AACTGAAACTGAACGGIAA CTGAACTGACCGTCTAAAAGTACCT
CTIAAACTGAAACTGAACGGAA CTGAACTGACCGTCTAAAAG---- - -
AACTGAAACTGAACGGAAABRTGAACTGACCGTCTAAAAGTACCTT

AACTGAAACTGAAC - = = = = = = o mm o e e o e e o e e e oo
-------------------------------------------------------------------------------------------------------------- CTGAAACTGAAACTGAACHMAAANCTGAACTIACCGTCJAAAAGTACCTT
-------------------------------------------------------------------------------------------------------------- ITGAAACTGAAACTGAACI!AA;ICTGAACTIAICGTCTAAAAGTACCTT
----------------------------------------------------------------------------------------------------------------------------- AACGGAATICTGAACTGACCTCTAAARGTACCTT

.AIAT‘A“AIAT - - BT ATG T A AT AT AR TG T T T T A A TR T - - - - - - - e AACGIIlIAA CTGAACIGACCGTCTAAAAGTACCTT
AlA TR ABE -

AT-----=-- CGAAACTGAAACTGAACGGAAARCTGAACHGACCGTCTAAA[fTACCTT- TTAAAT
------------------------------------------------------------------------------------------------------------------ AACTGAAACTGAACGGAAAMCTGAACTGAfCGTC|AAAAGTcCTT TTAAA‘
----------------------------------------------- T e e RTGAAACTGAAACTIBAACGGAAABCTGAACTGACCGTCTAAAAGTACTETT

TTABATEIT TAAAGGTACTTTTAGACGGTCAGTTCAGTTTIGTTCAGTT - - - - - - - - L I AABTGAAACTGAARGGAAARCTGAAJTGACCGTCTAAAAGTACCTT
TTAAACHRRT TAAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGT TTIAGARI T T T - - - - - o - oo o e o Lt Lt b ittt e ot e o ot e et e ot e e ot e e e e e e e et oo e e e i e e e i e oo i mme e me oo mea o s
TTAAAC TTAAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGTTTIAGAITTT --------------------------------------------------------------------------------------------------------------

.GAAACTGAAACTGAACGGAAA CTGIACTGACCITCTAAAAIT CCTT
GGTIAGTTCAGTTICIGTTTAGTTTCAGATTT CTGAAAITGAAACTGAACGGAAA CTGAACTGACCGTCTAAAAGTLCTT
TTAAA—.ATTAAGGTACTTTTAGACGGTCAGTTCAGTTTCCGTTCAGTTTCAG— i AACTGAAACTGAACGIAAA CIGAACTGACCITCTAAAAGTACCTT
------------------------------------------------------------------------------------------------------------------------ AACTGAACGGAAABCTGAACTGACCGTCTAAAAGTACCTT
------------------------------------------------------------------------------------------------------------------ AACTGAAACTGAACGGAAA CTGAACI——CCGTCTAAAAITACCTT
-------------------------------------------------------------------------------------------------------------- CTIAAACTGAAACTGAAIGGIAA CTGAACTGACCGTCTIAAAGTACCTT
------------------------------------------------------------------------------------------------------------------ AACTGIAACTGAACGGAAA CTGAACTGAICGTCTAAAAGTIiIT
----------------------------------------------------------------------------------------------------------------------------- AAIGIAAA CTGAACTGACCGTCTAAAAGTAMCTT

-------------------------------------------------------------------------------------------------------------- CBGAAACTGAAACTGAACGGAAA CTGAACTGACCGTCTAAAAGTACCTTIATETHARTHTIN- - - - - - A~ AAATI- - - - - - - - - -
AAA T TR A ABATAT - - - - - - - - - TET TRART------ N e e e ATETGG- THT TAAA AABAT ATTTTAART -
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1.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa _aln.fa
size: 1030bp; fragments: 269; full length: 0 (>=927bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 1394bp; fragments: 167; full length: 0 (>=1254.6bp)
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size: 459bp; fragments: 100; full length: 13 (>=413.1bp)

TE: rnd_5 family 4238
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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