Start crop Point End crop Point

1 MSA length = 4696 1
------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA ATTCTA

------------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA -
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - = - ---=--- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TRET TEAAGTRT AR TG T AABATCBTCHTRTTTB----------------
TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

ARACT TAAA - A ARG A TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA---------- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
ARACT TARAA - A ARG A TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA-----=-=-=--- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA-----=-=---- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA-----=----- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA------=-=--- TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

------------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - - - - - = = - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACAM- - - - —AATA_
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGT TTACTACACAGTACA - = = = = = = = = = m o m e e m e e e & e o e o e o e o e @ e m e @ e o e @ e o e @ e @ e e e e e e e e e e e @ e e e e e e e e e e e e e e e e e e e o
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
-------------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
-------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

----- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - - - == - = - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGAC - - = = = = = == mmmm e mmm e e e m e -
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = = - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = = - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
-------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
-------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
-------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------------------------------------------------------------ TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
-------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA

----- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - - - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
----- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - - - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - - - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
---------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
------------------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
---------------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------- -A-A.A_TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA— - —TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA.
------------------------------------------ TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA - = = = = = = = = = mm o mm e e e e e e e e e e e e e e e e e e e o
------------------------------------------------------------------ TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
---------------------- TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA----------TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
------------------------------------------------------------ TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAAGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA - - = - - - = - - - TCATTAAAGTTTAATAATAAAATCTTCGTGTTTTCATAATAATAACGACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAMTACA
TGTTGGAGAAAACAGATTICATCCTAAATTACAGTTTACTACACAITACA
TGTTGGAGAAAACAGATTTCATCCTAAATTACAGTTTACTACACAGTACA
TGTTGGAGAAAACAGATTJCATCCTAAATTACAGTTTACTACACARJTACA
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d fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed 0 O bcin.fa_aln.fa_cl.fe

size: 4696bp; fragments: 264; full length: 67 (>=4226.4bp)
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d_uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 O b
size: 4996bp; fragments: 264; full length: 67 (>=4496.4bp)
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TE: Itr_1 family 1057

size: 4142bp; fragments: 104; full length: 68 (>=3727.8bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
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