Start crop Point End crop Point

1 MSA length = 1223 1
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TATITGTTACGCACAATACTCGAATTCGGGTAATGCCCIAAAAAAATGCA ---------- TGCITTTTTTTCGGGCATTACICGAATTCGAGIAITG GCGTAACATAT
TATATGTTACGCACAATACTCGAATTCGGTAATICCCGAAAAAAATGCA- - - - - - - - - - T cATTTTTTTCGGGCATJACCCGAATTCGAGTATTGTJCGTAACATATA
TATATGTTACGCAJAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTAJTG AAAT
ATATGTTACGCACAATACTCGAATTCGGGJAATGCCCGAAAAAAATGCA- - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACAATA
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A TATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - = = = = = - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCITAACATATARAREN - - - - - Y ATATG ---BaT---

A TEMATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - - - THCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACAATANA TTTTAAAAATATTTAAAAAARTA - A TTTATTA

A TETATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - == - - - TGCATTTTTTTCGGGCATTABCCGAATTCGAGTATTGTGCGTAACATATAMA - - -TAAAAAT - ---------AATAN- - - AAAGEBRTT--- - - -

A TEMATATGTTACGCACAATACTCGAATTCGGGJAATGCCCGAAAAAAATGCA - - - - - - - - - - THCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACAATANA

A THTATATGTTACGCACAATACTCGAATTCGGGTAATGICCGAAAAAAATGCA - - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATANA

A TETATATGTTACGCACAATACTCJAATTCGGTAATGCCCGAAAAAAATGCA - - - - - - - - - - TGCATTTTTJCGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATAMA
TETATIITGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - - - TGCATTTTTTTCGGCATTACCEHGAATTCGAGTATTGTGCGTAACATATIMA

T TAI!TGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAIATGCA ---------- TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTIAIATA ARA
TETATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - = - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTACATATANA
TETATIITGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - - - TGCATTTTTTTCGGGCATTACCCIAATTCGBGTATTGTGCGTAACATATIA
TETATETGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - - - TGCATTTTTTTCGGGCATTACCCIAATTCGIGTATTGTGCGTAACATAT
TATATABGTTACGCACAATACTCGAATBCGMGTAATGCCCGAAAAAAATGCA - - < - = oo s m o s oo oo oot oottt ooooooooooooooooooo

ATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = - - - - TGCATTTTJT - CGGGCATTACCCGATTCGAGTATTGTGCGTAACATATA

TETATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - = = = = = = = = - T ATTTI!TT N
TRTARATGTTACGACAATACTCGAATTCGGGJAATGCClGAAAAAAATGCA - - - - - - - - - - TlTTTTTT CGGGMB - - - - - - - === = === m e e e e e s
TEBATATGTTACGCACAATACTBGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACABATA
TETATETGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAJAAATGCA - - - - - - - - - - THCERA T TR - - - -
TRTHTATGTTACGCACAATACTCGAATTCGGGTAATCCCGAAAAAAATGA- - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGJATTGTGGTAACATRT
THTABATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - = = = - - - BGCABTTTTTTCGGGCATTACCCGAATTCAGTATTGTGCGTAACATARA
TETATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - - - - = = - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATA TTRTEAAABA R TRABAAA- - -7
TETATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - = = = = = = = = - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATA I N

------------------------------------------------------------ TGCATTTTTTTCGGMCATTACCCGAATTCGAGTATTGTGCCBA- - - - - - - - o mom oo oo T GAAATATFAAATATA—A TTTARETA
ATBTGTTACGCACAATACTJGAATTCGGGT AGAAAATGCA - = - = - o - s - e e oo LLLooooooo.o.o. ATTEBAAAAAAATATA TTT—!TA
------------------------ TGTTAIGCACAATACTCGAATTCGGGTAAT CCGAAAAAAATiFA——————————TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATIGTGCGTAACATATA TTTTAGAAAATTTAAAAAAATRC e
TATATGTTACGCACAATACTCGAA-TCGGGTAATECCCGAAAAAAATICA - - - - - - - - - TGCATTTTTTTCGGGJATTACCCGAATTCGAGTATTGTGCGTAACATATA TTTTAAAAAT - - - - - - - - - -ATA- AR TAAATEEE T TT - - - - -
TATATGTTACGCACAATACTCGAATTCGGGTAATGCJCGAAAAAAATGCA- - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAJTATTGTGCGTAACATATA

ATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA
TATATGTTACGCACAATACTCGAA-TCGGGTAATJcccGAAAAAAATICA
TAIATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATICA
TATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - = - - - = - - - TGCATTTTTTTHGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATA
TATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - = - - - = - - - TGCATTTTTTTCGCATTACCCGAATTCGAGTATTGTGCGTAACATATA
TAIATGTTACGCACAATACTCIAATTCGGGTAATGICCGAAAAAAATICA ------------------------------------------------------------
TATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA - - = - - - = = - - TGCATTTTTTTCJGCATTACCCGAA-TCGAGTATTGTGCGTAACATATA
TATATGTTACGCAJAATACTCGAATTCGGGJAATGCCCGAAAAAAATGCA - - - - - - - - - - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTJCGTAACATATA
TATATGTTACGCACAATACTCGAATTCGGGTA - = = = = = == mm e m e e e e e e e e e o - TGCATTTTTTTCGGGCATTACCCGAATTCGAGTATTGTGCGTAACATATA
AIA.TT ---------- TATITGTTACGCACAATACTCGAATTCGGGTAATGICCGAAAAAAATGCA --------------------------------------------------------------------------------------------------------------
------------------------ TTTATAAG-A- - - - TATGTGTTACGCACAATACTCGAATTCGGMTAATGCCCGAAAAAAATGC - - = - - = - - & - o - oo oo oo Lol
------------------ TATATGJTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA

------- ATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAARJGCA

-------------- TATATGTTACGCACAATATCGAATTCGGGTAATJCCCGAAAAAAATGCA
------------------ TATAJJGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA
------------------ ATATGTTACGCACAATACTCGAATTCGGGTAATGCCCGAAAAAAATGCA
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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
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size: 1223bp; fragments: 380; full length: 0 (>=1100.7bp)
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>d_uf.bed g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O I
size: 1529bp; fragments: 380; full length: 0 (>=1376.1bp)
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TE: md_5. family 1119 Before TEtrimmer 1325 bp

size: 1325bp; fragments: 1575; full length: 1 (>=1192.5bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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