Start crop Point

TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCATAAAAATTTCT
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATIAAGTTCAT—
TGTAATGAAGTTCATAAAARTTT
TGTAATGAAGTTCATAAAAATTT

End crop Point

MSA length = 2023
GBACACCCTGTATATTGTGTTAAT - -« -« - - - - - AAGGCAACTCGGCGTCCGTGA -
GGACACCCTGTATATTGTGTTAAT - - - - - -~ - - - AAGGCAACTCGGCGTCCGTGA -
GGCAACCCTGTATATTGTGTTAAT - == - - -~ - - - AAGGCAACTCGGCGTCCGTGAG
GGACACCCTGTATATTGTGTTAAT - - == - - - - - - AAGGCAACTCGGC-C - -A-
GFCCCIG-AITGTG-AT ---------- AAGGCAACTCGGCGTCCGTGA -
GEBICAACCCTGTATATTGTGTTAAT - = - - - = - - - AAGGCAACTCGGCGTCCGTGAG
GGACACCCTGTATATTGTGTTAAT - == - - -~ - - - AAGGCAACTCGGCGTCCGTGA -
GGACACCCTGTATATTGTGTTAAT - - - - - -~ - - - AAGGCAACTCGGCGTCCGTGA -
GGACACCCTGTATATTGTGTTAAT - - - - - -~ - - - AAGGCAACTCGGCGTCIGTGA -
GGACACCCTGTATATTGTGTTAAT - - - - - -~ - - - AAGGCAACTCJGCGTCCGTGA -
GGACACCCTGTATATTGTGTTAAT - == - - -~ - - - AAGGCAACTCGGCGTCCGTGA -
GGCAACCCTGTATATTGTGTTAAT - == - - -~ - - - AAGGCAACTCGGCGTCCGTGAG
GGCAACCCTGTATATTGTGTTAAT - == - - -~ - - - AAGGCAACTCGGCGTCCGTGAG

AAAATTTCT
AAAATTTCT
AAAATTTIT
AAAATTTCT
AAAATTTCT

CITTCTCAAAA.GIGIGAGCCTCACA
CTTTCTCAAAAACGGGGGAGCHTCACA
CTTTCTIAAAAACGGGGGAGTCTCACA
CBTTcTClAAAACGGGGGA|cCTCACA
ITTCT AAAA.GIGIGAGCCTCACA
-AAAAACGGGGGAGCCTCACA
CTTTCTCIAAAACGGGGGAICCTCAC
CTTTCTCAAAAACIGGGGAGCCTCACA_
CTTTCTCHAAAACGGGGGAGCHETCACA
TITCTCAAAAACGGGGGAGCITCACA
CTTTTCAAAAACGGGGGAGCCTCACA

CTTTCTCAAAAACGGGGGAGTCTCACA
CTTTCTCAAAAACGGGGGAGTCTCACA

AAAATTTCT
AAAATTTCT
AAAATTTCT
AAAATTTCT
AAAATTTCT

IT

T

-------------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGAGHECTTTCTCAAAACGGGGGAGCCTCACA
TITAATGAAGTTCAT—AAAATTTCT GAIACCCTGTATATTGTiITAAT ---------- AAGGCAACTCGGCGTCCGTGA - CITTCTCAAAAAIGIGIGAICCTCACA
TGTAATGAAGTTCATAAAAATTTCTEBGGCAACCCTGTATATTGTIITTAAT - - - - - - - - - AAGGCAACTCGGCGTCCGTGAG CTTTCTCAAAAACGGGGGAGCCTCACA_
TGTAATGAAGTTCATAAAAATTTIT GGCAACCCTGTATATTGTGTTAAT - = = = = = = = - - AABCEAACTCGGCGTCCGTGAGRCTTTCTCAAAACGGGGGAGTCTCACA- = - ==« - === - - - -
TGTAATGAAGTJCATAAAAAT T T TBGGCAACCCTGTATATTGTGTTAAT - - - - - - - - - - AAGGCAACTCGGCGTCCGTGAGHCTTTCTCAAAAACGGGGGA|TCTCACA
TGTAATGAAGTTCAT - AAAATTTCTEBGGACACCCTGTATATTGTGTTAAT - - == - - = - - - AAGGCAACTCGGCGTCCGTGA-@clTTcTCAAAANBGHGEGAGCCTCACA
------------------------------------------------------------ AAGGCAACTCGGCGTCCGTGA - CTTTCTCAAAAIGIGIGAGCCTCACA
TGTAATGAAGTTCAT-AAAATTTCTIIGGACACCCTGTATATTGTGTTAAT - - == - - = - - - AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAJJccTCACA
TGTAATGAAGTTCATAAAAATTTCTEBGGCAACCCTGTATATTGTGTTAAT - - - - - = - - AAGGCAACTCGGCGTCCGTGAGMCTTTCTCAAAAACGGGGGAGTCTCACA
TGTAATGAAGTTCAT - AAAATTTCTEIGGACACCCTGTATATTGTGTTAAT - - == - - = = - - AAGGCAACTCGGCGTCCGTGAGHMTTTCTCAAAAACGGGGGAGTCTCACA

-------------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGA - E TTCcTCAAAAIEG GGGAICCTCACA
TGTAATGAAGTTCAT - AAAATTTCTGGACACCCTTATATTGTGTTAAT - - - - - - - - - - AAGGJAACTCIIGCGTCCGTGA T TCTCAAAA!!EIGGGAGTITCACA
TGTAATGAAGTTCATAAAAATTTCTREIGGACACCCTGTATATTGTGTTAAT - - == - - = - - - AAGGCAACTCGGCGTCIifTGA-BCTTTCTCJAAAACGGGGGAGTCTCACA
TGTAATGAAGTTCAT-AAAATTTCTHGGACACHMT - - - - - - - - - - - - oo oo oo oo o AAGGCAACTCGGCGTCCGTGA -@CBTTCTCAAAAACGGGGGAGCCTCACA
TGTAATGAAGTTCAT - AAAATTTCT GGACACIT ------------------------- AAGGCAACTCGGCGTCCGTGA -@CBTTCTCAAAAACGGGGGAGCCTCACA

-------------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGAGHMT - AAAAACGGGGGAGCCTCACA

-------------------------------------------------------------------------------------------------------------- AAGGCAICTCGGCGTCCGTGA— C TTCTCAAAAAIGIGIGAICCTCACA

----------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGAG CTT-—AAAAACGGGGGA TCTCACA

------------------------------ TH------------ - - EBETGTAATGAAGTTCATAAAAATTTCTEGGCAACCCTGTATATTGTGTTAAT----------AAGGCAACTCGGCGTCCGTGAGCTTTCTCAAAAACGGGGGAGTCTCACA

------------------------------ TR - - TGTAATGAAGTTCATAAAAATTTCTEBGGCAACCCTGTATATTGTGTTAAT ----------AAGGCAACTCGGCGTCCGTGAGMCTTTCTCAAAAACGGGGGAGTCTCACA

-------------------------------------------- TGTAATGAAGTTCATAAAAATTTCTBGGCAACCCTGTATATTGTGTTAAT ----------AAGGCAACTCGGCGTCCGTGAGMCTTTCTCAAAAACGGGGGAGTCTCACA

------------------------------ TR - - TGTAATGAAGTTCATAAAAATTTCTEBGGCAACCCTGTATATTGTGTTAAT ----------AAGGCAACTCGGCGTCCGTGAGMCTTTCTCAAAAACGGGGGAGTCTCACA

-------------------------------------------------- TGTAATGAAGITCITAAAAITTT T
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCATAAAAATTTCT
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -

TGTAATGAAGTTCIT—
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -

TTTA- -

------------------- ABCEA TEETATTEECAA - - TATAITTIA - -

...................................... IAIA

TGTAATGAAGTTCAT - AAAATTTCTEGGACACCCTGTATATTGTGTTAAT - = = = = = = = = - AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA
TGTAATGAAGTTCAT - AAAATTTCTEGGACACCCTGTATATTGTGTTAAT - = = = = = = = = - AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA
-------------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGA -@C TTCTCAIAAACGGGGGAGCCTCACA
------------------------------------------------------------ AAGGCAACTCGGCGTCCGTGA -BlT TCTCAAAAICGGGGGAGCCTCACA
TGTAATGAAGTTCAT -AAAATTTCTIIGGACACCCTGTATATTGTGTTAAT - - = = = = = = = - AAIGCAAITIGGCGTCCGTGA— CTTTCTCIAAAACGGGGGAGC TCACA
TGTAATGAAGTTCAT - AAAATTTCT GICCACCCTGTATATTGTGTTAAT ---------- AAGGCAACTCGGCGTCCITGA— TITCTCAAAAACGGGGGAGC TCACA
TGTAATGAAGTTIAT—AAAATTTCT GGACACCCTGTATATTGTGTTAAT - = = = = = = = = - AAGGCAACTCGGCGTCCGTGA - CTTTCTCAAAAACGGGGGAITCTCACA
--------------- AA A T ——ITTIATATTTTA TGTAATGAAGTTCAT - AAAATTTCTEGGACACCCTGTATATTGTGTTA-----=-=------AAGGCAACTCGGCGTCCHMTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA
——TGITTTAITIT AABANA A T AAATT—ATATI ----- TGTAATGAAGTTCAT - AAAATTTCTEGGACACCCTGTATATTGTGTTAAT - - = = = = = = = - AAGGCAACTCGGCGTCCGHMGA -BCcTTTCBCAAAAACGGGGGAGTCTCACA
-------------------------------------------------------------------------------------------------------------- AAGGCAACTCGGCGTCCGTGA-BCTTTCBCAAAAACGGGGGAGCCTCACA
---------------------------------------------------------------------------------------- TIT-TTAAI— - e-------AAGGCAACTCGGCGTCCGTGA-BCTTTCBCAAAAACGGGGGA-TCTCACA
---------------- .CAIA.AT-TI— _ATTTA- —I—ITA-TGTAATGAAGTTCAT—AAAATTTCTIGGACACCCTGTATATTGTGTTAAT— e - —AAGGCAACTCGGCGTCCITGA— CTTTCTCAAAAACGGGGGAGCCTCACA
-------------------------------------------------------------------------------------------------------------- AAGGCAICTCGGCGTCCGTGA— C TTCTCAAAA.GIG GAGCCTCACA
----------------------- AAT ™---------T7T7T TGTAATGAAGTTCAT - AAAATTTCT GGACACCCTGTATATTGTGTTAAT——————————AAGGCAACTCGGCGTCCGTGI— CTBTCcTCAAAAACGGGGAGCCTCACA
------------------ AAIGIAA T AIATT————TTTT TGTAATGAAGTTCAT - AAAATTTCT GGACACCCTGTATATTGTGTTAAT——————————AAGGCAACTCIGCGTCCGTGA— CT TCTCAAAAACGGGGGAGICTCACA
-------------------------------------------------- TGTAATGAAGTTCATAAAAAITTIT GGCAACCCTGTATATTGTGTTAAT----------AAGGCAACTCGGCGTCCGTGAGMCTTTCTCAAAAACGGGGGAGTCTCACA
------------------------- -T C - —.TATT— - - TGTAATGAAGTTCAT-AAAATTTCTEGGACACCCTGTATATTGTGTTAAT----------AAGGCAACTCGGCGTCCGTGA - CTITCTCAAAAACGGGGGAGTCTCACA
------------------------------- T —————————IT————— TGTAATGAAGTTCAT - AAAATTTCT GGACACCCTGTATATTGIGTTAAT——————————AAGGCAACTCGGCGTCCGTGA— CTTTCTCAAAAACGGGGGAGTCTCACA

.
----------------- cAlABGAT AAATITATAI!——— GTAATGAAGTTCAT -
cTTcfaTTAlTlT AABABGAT e TGTAATGAAGTTCAT -
------------------------------------------ T------TGTAATGAAGTTCAT -
------ TT—ITIA-AAIAIATT_AAATTTAT TTTTA- -[ITGTAATGAAGTTCAT -
------------------------------------------------- TGTAATGAAGTTCAT -
------ 7T - B TE A CRETT A ABAGA T T ITEERATAAATTTAT@TTTTA- -BTGTAATGAAGTTCAT -
--------------------------------------- ATT - - - TGTAATGAAGTTCAT -

TGTAATGAAGTTCAT -
TGTAATGAAGTTCAT -

TGTAATGAAGTTCATAAAAATTTCT
TTA---TETAATGAAGTTCAT -

GGCAACCCTGTATATTGTGTIAAT —————————— AAGGCAACTCGGCGTCCGTGAG
GCAACCCTGTATATTGTGTTAAT --=-=-=--=-=--- AAGGCAACTCGGCGTCCGTGAG
GCAACCCTGTATATTGTGTTAAT - -=-=-=--=-=--- AAGGCAACTCGGCGTCCGTGAG
GGCAACCCTGTATATTGTGTTAAT--=-------- AAGGCAACTCGGCGTCCGTGAG
GACACCCTGTATATTGTGTTAAT --=-=-=--=-=--- AAGGCAACTCGGCGTCCGTGA -
GGACACCCTGTATATTGTGTTAAT--=-------- AAGGCAACTCGGCGTCCGTGA -

CTTTCTCAAAAACGGGIJGAGTCTCACA
CTTTCTCAAAAACGGGGGAGTCTCACA
CTTTCTCAAAAACGGGGGAGTCTCACA
CTTTCTCIAAAACGGGGIAGTCTCACA
CTTTCTCAAAAACGGJGGAGTCTCACA
CTTTCTCAAAAACGGGGGAGCCTCACA

AAAATTTET
AAAATTTET

AAAATTTCT
AAAATTTCT

———————————————————————————————————————————— AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA
AAAATTTCT GGACACCCTGTATATT—TGTTAAI —————————— AAGGCAACTCIGCGTCCGTGA— CTTTCTCAAAAACGGGGGAGTCTCACA
AAAATTTCT GGACACCCTGTATATTGIGTTAAT —————————— AAGGCAACTCGGCGTCCGTGA - CIETCTCAAAAAIGGGGGAGCCTCACA
AAAATTTCTERGGCCACCCTGTATATTGTGTTAAT - --=-=--=-=--- AAGGCAACTCGGCGTCCGTGA-mCT TCTCAAAAACGGGGGAGCITCACA
AAAATTTCTERGGACACCCTGTATATTGTGTTAAT - --=-=--=-=--- AAGGCAACTCGGCGTCCGTGA-MCTTTCTCAAAAACGGGGGAGTCTCACA

AAGGCAACTCGGCGTCCGTGA -
IAGGCAACTCGGCGTCCGTGA—
AAGGCAACTCGGCGTCCGTGA -

CTTTCTCAAAAACGGGGGAGTCTCACA
TTTCTCAAAAACGGGGGAGTCTCACA
CTTTCTCAAAAACGGGGGAGCCTCACA

AAAATITCTIGGACACCCTGTATATTGTGTTAAT —————————— AAGGCAACTCGGCGTCCGTGA-mCTHTCTCAAAAACGGGGGAGCETCACA
———————————————————————————————————————————— AAGGCAACTCGGCGTCCGTGA-mCTHTCTCAAAAACGGGGGAGCETCACA
AAAATTTCT GGACAICCTGTATATTGTGTTAAT —————————— AAGGCAACTCGGCGTCCGTGA-mCTHTCTCAAAAACGGGGGAGCETCACA
AAAATTTCTERGGACACCCTGTATATTGTGTTAAT - --=-=--=-=--- AAGGCAACTCGGCGTCCGTGA - CTTTCTCIAAAACGGGGGAGC TCACA

GGACAICCTGTATATTGTGTTAAT ---------- AAGGIAACTCGGCGTCCGTGA— T TCTCAAAAACGGGGGAGCITCACA

AAAATTTCTIGGACACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCAACTCGGCGTCCGTGA -BCBTTCTCAAAAACGGGGGAGCCTCACA
AAAATTTCT GGACACCCTITATATTITGTTAAT ---------- AAGGCAACTCGGCGTCCGTGA - CTTTCICAAAAACGGGGIAGCCTCACA
AAAATTTCTIGGACACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCEACTCGGCGTCCGTGA - TCTCAAAAACGGGGGAGCHTCACA
AAAATTTCTIRGGACACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCAARJTCGGCGTCCGTGA - @CBTTCTCAAAAACGGGGGAGCCTCACA
AAAATTTCTRGGACACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA
AAAATTTCTBGGACACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCAACTCGGCGTCCGTGA -G TTTCTCAAAAACGGGGGAGTCTCACA ----8
AAAATTTCTRIGGACACCCTGTATATTGTGTTAAT - - - = == = - - - AAGGCAACTCGGCGTCCGTGA-BCTTTCTCAAAAACGGGGGAGCCTCACA —ATTATAG-
AAAATTTCTBGGCCACCCTGTATATTGTGTTAAT - - - == - - - - - AAGGCAACTCGGJcTCCGTGA-BCTTTCHCAAAACGGGGGAGTCTCACA
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_
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divergence to consensus (%)

size: 2023bp; fragments: 2313; full length: 0 (>=1820.7bp)
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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: 2346bp; fragments: 2009; full length: 0 (>=2111.4bp)
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TE: nd 1 family 702 Before TEtrimmer 225 bp

size: 225bp; fragments: 478; full length: 252 (>=202.5bp)
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After TEtrimmer ORF and PFAM domain plot
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