Start crop Point End crop Point

1 MSA length = 367 1

-------------------------------------------- TABGCTGATTRTACACBGGCAGTTAAAACGCGGCGTTTTGCAGCTAGBAA- - - - - - - - - - TTGCTAGCTGCAAAACAGTCGCGTTTAACTGCCCGTGTAGAATIIGGCC - - - - - - - - - - - - - TRMBGEHA - - - - - - - - - - - - - oo -
---------------------------------------- T--------MTAGGCTGARTCTACATEGGCARTTAAAACGCEGCTTTTGAGCTAGCAA- - - -« -« - - - TTGCTAGCTGCAAAACAGTC- - -TTTABBTGCCCETGTAG- -« - - - v mmmmee e e - GHCEABAA - - - -ABAA
------------------------ TART- - - BRTGAFATTTTA- TAGGCTGATTCTACACGGIJCAGTTAAAACICGGlIGTTTTGCAGCTAGCAA- - - - - - - - - - TT|cTAG TG CBAllACAGTCGeGTTTAACTGjccGTTAGAATCGGCCTAEIEENA A~ A
-------- ATTITACATGRGCAGTTBAAACGCGGCGTTTTCHATH TAGHAA - - - - - - - - - - TTGETAGCTIRENAGACAGT CCRTTTAA
TAGGCTGARTCTACATEGGCARTTAAAACGCGCTTTTGRAGCTAGCAA- - - - - - - - - - TTGCTAGCTGCAAAACAGTC- - - TTTABBTGCCCOTGTAG = = =« - w s w o e o s o e o e e oo
------------ A——TA TTATA - e - -TT--------AGGCTGATTCTACACGGlcAGTTAAAACGCGGCGTTTTGCIclAGCAA- - - - - - - - - -BTccTAGCBGCAAAACIIGCCGCGTTTAACTGCCTGTGTAGAATCGGCCT - - - - - - - AAAA
------------ A——TA TTATA -e--TT--------AGGCTGATTCTACACGGCAGTTAAAACGCGGCGTTTTGC IAGCAA——————————ITGCTAGCIGCAAAACIGCCGCGTTTAACTGCCTGTGTAGAATCGGCCT———————
------------------ THTcfrA STTT--T TAIGCTGATTCTACACIGG AGTTAAAACGCGGCGTTTTGCAGCTAGCAA----------TTGCTAGCTGCAAAACAGTCGCGTTTAACTGCCTGTGTAGAATCG]jccTA
------------------------------- GGCGTJTTGCJGCTAGCAA- - - - - - - - - - TTGCTAGCTGCAAAACARCCGCGTTTAACTJCCCGTGTAGAATCGGCCTA
------------------------------------------------------------------- TTGCTAJcTGCAAAACAGTCGCGTTTABCTGCCCGTGTAGAATHGGITA
-------------------------------------------------------------------------------------------------------------- TTGlTAGCEGCljaaAcAGTCGCGTTTAACHGlTCGTGTAJAATCGGCCTA
GETTRTABACGGGCAGTTAAAACGCGCBTTTTGCBGCTAGCAA - - - - - - - - - TTCTAGTGCAAAACAGCCGCGTTTAACTGCTCGTGTAGAATCGlfccTA
TTCTACACGHEGIAGT TAAARTGCHGCET TTTGCAGCTAGAA - - - - = - - -« o s ettt oo
-------------------------------------------------------------------------------------------------------------- TT---AGCTGCAAAACAGCCGGTTTABCICCCGTGTAGAATCGGCCTA
TAGGCTGATTCTACACGGRBAGT TAAACGCGCGT TTTGCAGCTAGCAA - - - - - - - -« =« &« s & oo oot oot f oo
TABGET ATTCTACACGGGCAGTTAAAACGI!GCGTTITGCAGC --------------------------------------------------------------------------------------------------------------------
------ TTRTENACGGGCAGRTAAAACGCGGCGTTTTGAGCTAGCAA - - - -« -« -« = TTGCTAGCTGCABB - - - - - = - = - = = = - = - = s s oot o f o f o b Lo
------------------------------------------------------------ TTGCTAGCTGCAAAACITCGCGTTTAATGCCCGTGTAGAATCGGCCTA
TAGGCTGATTCTAMACGHEGCAGTTAAAACGCGCRGTTTTBC - BB TAGCAR- - - - - - - - e e e
------------- CATGRGCAGTTAAAAIGCG TTTTGCAGCTAGRAA- - - - ------TTGCTAGHTECABAACBGTCRCGTTTABCTRCTCGTRTAGAATCGGCCTA
--------------------------------------------------------------------------------- GGCGTTTTCAGCTAGCAR----------TTGlTAGCTGCAAAACAGCCGCGTTTAATGCTCGTGTAGAATCGGCCTA
-------------------------------------------------------------------------------------------------------------- TT--TAGCTGCAAAACAGTCGCTTTAARITGCCCGTGTAGARJTCGGCCTA

---------------------------------------- WA TAGCAA- - --------TTGCTAGCTGCAAAACAGTCGCGTTTAACGCCTGTGTAGAATCGGCCTA

TAGGCRBGATTCTACACGGGCAGT TAAAACGCGICGT TTTGCAGCTAGCAA - = - - = - = -« - oo o f ot oo f o C Lol
CRACHTTE----Br7----ABCTAAABTCCETAR- - - -------------- AGGCLAITCTACACIGICAGTTIAAACGCGGCGTTTTGCAICT.CAI --------------------------------------------------------------------------------------------------------------
- -ABTTA----BTT---BATCTGTAGE---------ABTRT TR IR - - - - - - - - - - oo oo TTGCTAGCTGCAAAACAGTCGCGTTTAACTGCCCJTGTAGAATCGGCT- - - - - - -

TABGCTGATTCTACACGGGCEBGTTAAAACGCGCOIT TTGCAGCTAGC - Ax - - - - - - s m s m s m e e
------------------------------ AIGGGCAGTTAAAACGCGGCGTTT.C.CTAGCAI— e e oo —TTGITAGCTGCAAAACAGTCGCGTTTAACTGCCCGTGTAGAATCGGICTA

-------------------------------------------------------------------------------------------------------------- TTGCTAGCTGCAAAACARTCGCJTTTAACTGCTCGTGTAGAATCGGCCTA
------------------------------------------------------------ TTGCTAGCTGCAAAACAGCCcGlfrTAaAcTGCCTGTBAGAATCGGCCT

ITICTAGITI

-TIGGCTGAITCTACACGGGCAGTTAAAACGCGGCGTTTTGCAGCTAGCAA ---------- TTG TAGCTGCAAAACAGTCGCGTTTAA—TICTCGIGTAIAATCGGC
IAAAA GCGGCGTTTTGCAGCTAGCAA - - = = = = = = - - TT AGCTG AAAACAGCCGCGTTTAACTGCCCGTGTAGAATCGGCCTA-
ITICACGGGCAITTAAAAC GGCGTTTTGCAGITAGCAA ---------- TTGCTAGCT CAAAACAGTCGCGTTTAAITICITGT-

CTGATTCTACATGGGCAGTTAAAACGCGGCGTTTTGIAGCTAGCAR - - - - - - - - - - - - oo o oot oo
TR T TCTACACGGGCAGTTAAAACG CIBRG T T TGCAGCTAGCAA - - - - - - - c oo et oo
------------------------------------------------------------ TTGTAGCTGCAAAACAGTCGCGJTTAACTGCCCGTGTAGAATCGGCCTA
-------------------------------------------------------------------------------------------------------------- TTGCTAGCJGCAAAACAGTCGCTTTAACTGCCTGTGTJGAATCGGCCTA
-------------------------------------------------------------------------------------------------------------- TTGCTAGCTGCAAAACAGTCGfeTTTAACTGCCCGTGTAGAATIICIRNINA
-------------------------------------------------------------------------------------------------------------- TTGCTAGCTICAAAACAGCCGCGTTTAACTGCCCGTGTAGAATCGGRCTA- - - - - -
-------------------------------------------------------------------------------------------------------------- TTGITAG.!CAAAACAGTIGCGTTTIACTGICIGTGTAGAATCG CC /GAAGAA
TAGGCTGATTCTACATGGGCAGTTAAAACGCliCGTTTIGCAGCIAICAA --------------------------------------------------------------------------------------------------------------
TAGGCTGATTCTACACGGGCAGTTAAAACGCGICGT TTTOIAGCTAGCAA - - - - - - - & - oo o c ot e oo oL Lo oo

-------------------------------------------------------------------------------------------------------------- TTGCTAGCTGCAAAACAGTCGCG——TAACTGCCCGTGTAIAATCGGCCT
----- TBATTCTACACGGGCAGTTBAAACGC- - - GTTTTGCAGCTARBICAA - - - - - - e e
AGGCTGATTCTACACGGGIAIT—AAAACGIGGCGTTTTGIAGCTAGCAA

TAGGCTGATTCTACACGGGCAGTTAAAACGCGGCGTTTIGCAGCTAGIAI AA
IEGCAAAACAGTCGCGTTTAACTGCCCGTGTAGIATCIGCCIA

GCIAAACAGTCGCGITTAACTGCCCGTGTIGAATCGGCCTA

TTGCTAG
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 367 bp
size: 367bp; fragments: 49; full length: 2 (>=330.3bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_
size: 678bp; fragments: 38; full length: 0 (>=610.2bp)
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divergence to consensus (%)
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size: 412bp; fragments: 74; full length: 3 (>=370.8bp)

TE: rnd_5 family 705
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[E consensus before TEtrimmer (bp)
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