Start crop Point End crop Point

MSA length = 1432
---------------------------------------------------- TATACTGAGTGACAAAARE - - - AGAACACCTATATATGTTJATCAG- - - - - - - - - - AAATCTTATGAATATATAJJAGGTGTTCTCCTTTTTT-GTCfcTCAG

TATACTGAGTGACAAJAAAAGGAGAACACCTATATATGTTTATCAR---------- AAATCTTRTGAATATATATAGGTTTCTCCTTTTTTTGTCACTCAGTRTRTAT - - - -
A TATACTGAGTGACAAABAAAGGAGAACAC- - ATATATTTTATCAG- - - - - - - - - AAATCTTRTIJAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATATT - - Tl T
A TATACTGAGTGA -[JAAAAAAGGAGAACACCTATATATGTTTATCAG- - -« -« - - - - AAATCTTATGAATATATATAGGTGTCTlCTTTTTTTGTCACTCAGTATAT- - - T TG T
A TATACTGAGTGACAAAAAAAGGAGAAJACCTATATATGTTTATCAG- - - - - - - - - - BAATCTTATGAATATATATAGGTGTTTCCTTTTTTTGTACTCAGTATATA]- - TEAT
A ATACTGAGTGACA- - - - - GGAGAACACCTATATATGTTTATCAG-----= - - - - AA-TCTTATGAATATAT - -AGGTGTTCTCCTTTT---GTCACTCAGTATATA- - - S 1
A TATACTGAGTGACAAAAAAAGGAJAACACCTATATATGTTTATCAG- - -« -« - - - - AAATCTTATGARTATATATAGGTGTTCTCCTTTTTTGTHACTCAGTATATAT - - T8N T T ETCCETRETE - A Eci~ ~BER
TATACTGAGTGACAAAAAAAGGAGAACACIITATATATGTJTATCAG- - - - - - - - - - AAATCTTATGAATTATATAGGTGTTCTCCTTTTTTTGTCHCTCATATA

ATTEAARTATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- - - - - - - - - - AAATCTTATGAATATATATAGGTGTTCTCCTITTTTTITCACTIAGTATAIATG—

------------- TTTAJTATACTGAGTGACAAAAAAAIGAGAACCCTATATATGTTTATCAG- - - - - - - - - - AAATCTTATGAATAATATAGGTTRCTCCTTTTTTTGTCACTCAGTATATARG -

ACTTA- TATACIIGAGTGACAAAAAAAGGAJAACACCTATATATGTTTATCAG- - = - - - - - - - AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATARTT-T

A----- TATACTGAGTGACAAABAAAGGAGAACACCTATATATGTTTATCAG- - - - = -« - - - AAATCTTATGAATATATATAGGTTTlTCCTT TT T TcAacTacTATATARA

------------------ TATACTGAGTGACAAAAAAIGAGAACACCTATATATGTTTATAG- - - - - - - - - - AAATCTTATGAATATATATAGGTGTTCTCHTTTTTTTGTCACTCATATATTT-T

ATTEAARTATACIGAGTGECAAAAAAGGAGAAACCTATTATGTTTATCAG- - - - - - - - - - AAATCTTATGAATATATATA.TITTCIC TR TAB- -
AAATCTTATGABTATATATAGGTTTCTCCTTTTTTTGTCACTCAGTATATAT - -

TTTIA TATACTGAGTGECAA AAAAGGAGAACACITATATATGTTTATCAG AAATCTTATGAATATATATAGGTGTTCTCCITTTTTTGTCACTCAITATAITI——
AAGGA.ACIC - TITATATGTTTATCAG AAATCTTATIAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATATATA ;
ATITAA TATACTGAGTGACAAAAAAIGGAGAACACCTATATATGTTTATCAG ---------- AAATCTTATGAATATATATAGGTITTCT——ITTTTTTGTCACTCAGTATATAI ------------

ATTTAAMTATACTGAGTGACAAAAAAAGGAGAACACCTAJATATGTTTATCAG- - - - - - - - - - ARATCTTATGRATATATATRGGTGTTCTCCTTTTTTTGHCACTCAGTATARTTA - [l
- -TTTAABTATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- == === = - = - AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATATA - - TIRA
-------------------- CTGAGTGACAAAAAAR - GAGAACACCTATATATGTTTATCAG- - - - - - - - - - AAATIT TATGAATATATEAGGTGTTCTCCTTTTTTJGTCACTCAGTATATAT - - [lA -
A--BArBTATACTGAR- - - - - AAAAAIGGAGAACACCTATATATGITTATCAG ---------- AAATCTTATIAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATART- - @A
THTACTGAGTGACHABAAAAGGG - ACl TATATATGTTTATCAG- - - - = - - - - - AGATCTTATGAATATATATAGGTGTTCTCCTTTTTT-GTCACTCAGTATATAT - - M TTTTATEABGA ABGACG TTAT - - - - - - - - - - - - - - -
---------------------------------------- TATGTTTATAG- - - - - - - - - - AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTAJATAT - THA
TATACTGAGTGAC- - - - - - ABRBABAACACCTATATATGTTTATCAG- = ===« oo oo - - - CTTATGABTATATATAGGTGTTCTCCTTTTTTTTCACTCAGTATARTT - -WT
TATACTGAGTGACAAAAAAAGGAGAACACCTATATATiITTATCAI ---------- AAATCTTATGAATATATATAGGTGTTCCCTTTTTTTGTACTCAGTATATTT - - @AGEERG Tl T TEAABAA - - - - - - TT/RTETEIEHE \BG~ \8 - - - - - - -
TATACTGAGTGACAAAAAA - - - AGAACACCTATATATHTTTATCAG- - - - - - - - - - AAATCTTATGAATATATA- - -GTGTTCTCCTTTTTTTGTCACTCAG - = = = = = = = = = m e mm e mm e e e e e e e e e o s
TATACIJGAGTGAC - AAAAAAGGAGAACACCTATATATGTTTATCAG- = - = - = - - - - AAATCTTAT

AATATATATEGTGTTCTRCTTTTTTTGTCACTCAGTATATAT - - [T AT THA
TATACTGAGTGACAAAAAAAGGAGAACACCTATHTATGTTTATAG- - - ------- AAATCTTAT!IATATAIATAGGTGTTCT cTTT- -TTGTCACTEAGTERARARA
TETACTGAGTIIBCAAAAAAAGGAGAACACCTRTATATGTTTATCAG - - -« - = - - - - AAATCTTATGAATATATATAGGTGTTCTCTTTTTTTGTCACTCAGTATETA
TATACTJAGTGACAAAAAAAGHIAG - ACACIITATATATGTTTATCAG- - - - - = - - - - AAATCTTATGAATATATATA - - - o m oo oo e oo oo oo LI T T

TATHCTGAGTGAARAAAAGGAGAACACCTATATATGTTTATAG - - - - - - - - - AATCTTATGAATATRTATAGGTGTTTCCTTTTTTHGTCACTCAGTATATA - - TlA
TATACTGAGTGACAAAAAAAIGAJJAACACCTATATATGTTTATCAG- - - - - - - - - - AAATCTTATEAGTATATATIRGEGTEE- - - - - - - - oo o TAT- - - -
TATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- - ----- - - - AAATCTTATGAATATATATAGHTTTCcTCCTTTTTTTGTCACAGTATATAT - -[iA
----------------------------------------------- ATCAG----------AAATCTTATGAATATATATAG TGTTCTCCTTTTTTTGTCA#AGTATAT— ST -
THTACBGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- - -« -« - - - - AAATCTJATGAATATATATAGGTGTTCTCTTTTTTTTCACTCAGTATATTT - -
TATACTGAGTGACAAAAAA - GGAGAACACITfTATATGTTTATCAG- - - - - - - - - - AAATCTTFAATAT.— GGTGTTHM- - ------------------- TABCRATAATECG €T TGCAAE TTATET T---------------
CRG G RRRATG-G1 71 C TATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- = = = = = = = = - AAATCTTRTGAATATATATANEG T TRl T T7TT7TG-----------.
ICIA“AI—TTT- - - —I!T— - - TATACTGAGTGACAAAAAAGGAGAACACCTATATRTGT - - AAG- - - - - - - - - - AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATATAN-T

GCT- - —ITATAITGAGTGACAAIAAAAGGAGIAC.CTATATATGTTTATCAG ---------- AAATCTTATGAATATATATAGGTGTTCICCTTTTTTTGTCACTCAGTATAT T--
ATTTIA—TATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAI ---------- AAATCTTATGAATATATATIGGTITTCTCCTTTTTTTGTCACTCAGTATAT - -
ITATACTGAITGACAAAAAAAGGAGAACICCTATATATGTTTATCAG ---------- AAATCTTATGAATATATATA—GTGTTCTCCTTTTTTTGTIACTCAGTATATA———

> > > 4 4 > > >

CTGAGTGACAAAAAAAGGAGAACACCTATATATITTTA.AG —————————— AAATCTTATGAATATATATAGGTGTTCTEGET - - - - - - GTCACTCAGTATATATAT
TATACTGAGTGAIAAAAAAAGGAGAACACCTATATATGTTTATCAG —————————— AAATCTTATGAATATATA GGTG.C CC---T-----ccmmmemeea TAI— -
————— TATACTGAGTGACAAAAAAAGGAGAACACCTATATATGTTTATCAG——————————AAATCTTITGAATATATATA GTGTTCTCCTTTTTTTGTCACTCAGTATATAT - -

————— TATACTGAGTGAC —AAAAAAGGAGAACACCTATATATITTTATCAG— ---------AAATCTTATGAA

hTATATA GTGTTITCCITT.TTGTCACTCAGTATATAT - -

TAABTATACTGAGTGACAAAAA G*CACCTATATATGTTTATCAG ---------- AAATCTTRTGAAGBTATATATBTGTTCTCCTTTTTTTGTCACTCARTATAR- - - -« - oo
IA.A-——TTTA TATACTGAGTGAC - AAAAAABIGAG ACAICTATATATGTTTATCAG ---------- AAATCTTATI ---------- GGTITTCTCCTTTTTTTGTCACTCAGTATAITIAT
TTTARTAACTGAGTGACAAARAAAGHAGAACACCTATATATGTTTATCG- - - - - - - - - - AAATIRTTATGAATATATATAGGTGTJCTClTTTTTTTGTCACTCAGTATATTT - -
TATACTGAGTGACAAAAAAAG AGAACAICTATATATGTTIATCAG ---------- IAIT T.T ----------------------------------------- IAT——
TATACTGAGTGACAAAAAAARMAGAACACCTATATATGTTTATCAG- - - - - - - - - - AAATCTTATGAATATATATAGTGTTCTClTTTTTTTGTCACTCAGTATATAT
TATACTGAGTGACAAAAAAA - - - - AACACCTATATATGTTTATCAG- - - - - - - - - - AAATCTTATGAATATATAJJAGGTGTTCTCCTTTTTTTGTCACTCAGTATATAT - -

TATACTGAITGACAAAAAAI—GAGAAIACCTATATATGTT—IT.G .......... AIA.T.TIAATITAIA ................................

---------------------------------------------------------------- AAATCTTATGAATATATATAGGTGTTJccTTTTTTTGTCACTCAl
----------- AG- - - - - ABAATGGAGAARACCTATATATGT TTATCAG - - =« =« =« = s AA = - s s m s s s s e e e e T e
---------------------------------- BETBTATGTTHATCAG- - ------- —AAATCTTATGAATATATITAGGTGTTITCCTTTTTTTGTCACTCAGTATAITTAT
------------------------------------------------------------ AAATCTTATGAATATETETAGGTGTTCTICTTTTTTTGTCACTCAGTATATAN- -

BTATACTGAGTGACAAAAAAAGGAGAACACCTBTATETGT T TATCAG - = - = - = -« - s s -ttt e e oo TTH-
----------------------------------------- GTHMABEBAG- - - -------- - - - - - TGAATATATANABGTGTTCCBTTTTTTTGTICTCARTATATTA -
----------------------------------------- GTIAIAG— e —TGAATATATAIAIGTGTTCICITTTTTTTGTICTCAITATAT TA-

TATACTGAGEBGACAAAAAAAGGAGAACACCTATATATGTTTATCAG- = == - = - - - - AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTCAGTATITET - -
TATACTGAI!GACAAAAAAAGGAGAACACCTATATATGTTTATCAG ---------- AAATCTTATGAATATATAJJAGGTGTTCTCCTTTTTTGJCACTCAGTATARTT - -
------------------------------------------ TR TECHAR----------AAATCTTATGAATATATATAGGTGTTCTCCTTTTTTTGTCACTIRAGTATARBAT - -

@rATACTGAGTGAAAAAAAAGGAGABCACCTARATATGT TTATCAG = - = - = - s - s sttt e e et ot ool TAH-

------------------------------------------------------------ AAATCTTATGAATATATATR- - -GTTCTlCTTTTTTTGTCACTCAGT - - - - - - - -
TATACTGABTGACAAAAAAAGHEAGAABACCTATTATGT T TATCAG - - - - - c e e e e e TTTA-

TATACTGAGTGACAAAAAAI— GAGAACACCTATATATGTTTATCAG---------- AAATCTTATGAATATATATAGGTGTTCTCCTTTTITTGTCACTCAG ———————————————
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ed fm_1.bed 0 O n.bed g 1.bed fm_2.bed 0 O bcIn.fa_aln.fa_cl.f
size: 1432bp; fragments: 1583; full length: 58 (>=1288.8bp)
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uf.bed g 1l.bed fm 1.bed O O n.bed g 1.bed fm 2.bed O O bclr
size: 1734bp; fragments: 1582; full length: 0 (>=1560.6bp)
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TE: rnd_5_ family 3274

size: 1430bp; fragments: 1578; full length: 57 (>=1287bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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