Start crop Point End crop Point

1 MSA length = 1669 1
-------------------------------------------------------------------------------------------------------------- GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATA- - - -[MTAATTAAIT

G- - - AT T T T T T T TAAA - - - - o - st e sttt Lol GTTAGETTTTGTTATAGCGAJTGCATCATTTAAGCTGTGAGTCACTGTATATH- - - - - - TAAT - - - -
ATA-TTABTTCTTlAABAATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTJACTGTATAT
------------------------------------------------------------ GTTAGATTTTGTTATAGGACTGCATCATTTAAGCTJTGAGTCACTGRATGT

ATATATATTTTCTTIAAA ABATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC - - =--- - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATIT
A T

ATATATATTTTCTTRAAAMABATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTAT
------------ TCTTTARA- - -ATACAGTGACTCACAGCTTJAATGATGCAGTCGCTATAACAAAATCTATC- - - - ------GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
GTATTTATTITCTIT AA A-GTIACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC ---------- GTTAGATTTTGTTATAGIGACTGCATCATTTAAGCTGTGAGTCACTGTATA
ABATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC- - ---- - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT

---------------------------- T AAAABATACAGTGACTCACAGCTTAAATIATGJAGTCGCTATAACAAAATCTATC- - - - - - - - - -GTTAGATTTTGTTATAGCJACTGCATCATTTAAGCTGTGAGTCACTGTATAT
ATARTTATTTTCTTTHABMAATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATIITATC - - - - - - - - - GTTAGAJTTTGTTATAGCGECTGCATCATTTAAGCTGTGAGTCACTGTATAT
CRA--- - TACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC- ===~~~ - - GTTAGATTTTGTTATAGCGACTGCATCATTTAACTGTGAGTCACTGTAT]T A

-------------------------------------------------------------------------------------------------------------- GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT e e e
-------------------------------------------------------------------------------------------------------------- GTTAGATTTTGTTATAGCGACTGCATCATTTAAGETGTGAGTCACTGTATA T
ABATGHE THACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATE- - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT !l
ATACAGTGACTCACAGCTTAAATGATGCAGTCGTTATAACAAAARCTATC- - -------- GTTAGATTTTGTTATAGGACTGCATCATTTAAGCTGTGAGTCACTGTATGTH- - - - - - - TAA-ABTTT------

T GTA-----ommeeee e AN - - - - o oo e o e e e e e GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGJGAGTCACTGTATAT - - -T@ART

AR ABEATRTTRA- - - - - - - - oo CAGTGACTCACABCTTAAATGATGCAGTCGCTABAACAAA- - - -AfC---------- GTTAGATTTTGTTATAGCGACTGCATCATTJAAGCTGTGAGTCACTGTATAT

T ATA-TTATTTTCTTTEAAAC TGACTCACAGITTAAATGATGCAGTCGCTATAACAAAATITATC - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATG

T A s o m e e e e e e e e e e s ACA T-TIA.CAGTCGTTAIAACAAAATCTATC ---------- GTTAIATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT

T AATACAGTGACTCACAGTTAAATGATGCAGTCGTTABAACAAAATCTATC - - - - - - - - - - GTTAGATTTTGTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT

A TGAEMARAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT

T AGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC--------- - TTAGATETTGTTATAGCGACTGCATCATTTAAGCTGTGJGTCACTGTATG
-------------- A ATACAGTGACTCACAGCTTAAATJATGCAGTCGCTATAACAAAATCTATC----------MTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGRATHT

TACAGTGACTCACAGCTTAAATGATGCAITCGCTATAACAAAATCTATC ---------- TTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTABGT

AABAMATACAGTGACTCACAGCTTAAATGATGCAGTCGTTATAACAAAATCTATC - === = = = = - - GTTAGATTTTGTTATAGIGACTGCATCATTTAAGCTGTGAGTCACTGTA -----

-------------------------------------------------------------------------------------------------------------- GTTAGATTTGTTATAGCGATIATIATTTAAGCTGTGAGTCACTGTATAT

-------------------------- ITTAA1AIATACAGTGACTCACAGCTTAAATGATGCIGTCGCTATAACAAAATCTATC e - —GTTAIATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTAIAT
A - -TATETi ------- A

ATACAGTGACTCACAGTTAAATGTGCAGTCGTTATAACAAAATCTATC- - - - - - - - - - B TAGATTTTGT- - TAGJGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
----- TR TPcBTTA--------CAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTAT----------GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATGT
--------------- ATAJAGTGACTCACAGCTTAAATGATGCAGTCGCTATAARMBAAATC- - - -----------GTTAGATTTTGTTATAGCGACTGCATCATTHAAGCTGTGAGTCTGTATAT
ATRTTTRTTTTCT TAAABAATACAGTGACTCACAGCTTAAATGATGCAGTCGCTTACAAAATCTATC - - - - - - - - - GTTAGATTTTGTTATAGJGACTGCATCATTTAAGCTGJGAGTCACTGTATGT
A o m m 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 e e e e e e - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
ATACAGTGACTCACAGCTTAAATGATGCAGTCGCTAACAAAATTATC - - - - - --- GTTAGATTTTGTTATAGCGACTGJATCATTTAAGCTGTGAGIJCARTG
ATACAGTGACTCACAGiITIAITGA.CAGTIGCTATAACAAAATCTATC ---------- GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCABTIITATAT
TACAGTGACTCACAGT TAAATGATGCAGTCGCTATAACAAAATCTATC - - === - - - - - GTTAGATTTTGTTATAGCGACTGATCATTTAAJCTGTGAGTCACTRTATAT
TACAGTGACTCACAGCTTAAATGATGCAGTCGTTATAACAAAATCTATC - - - ------ - GTTAGATTTTTTATAGGACTGCATCATTTAAGCTGTGAGTIEMCITETG™ AA -
ATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC--------- - GTTAGATTTTGTTATAGCGACTGCATCATTTAAJCTGTGAGTCACTGTATAT AAT -

---------- AGTGACTCACAGTTAAlTGATJCAGTJGCTATAACAAAATCTATC----------GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTARG- - - - ----------
ARl TACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC--=--- - - - GTTAGATTTTGTTATAGCGACTGCATCITTTAAGCTGTGAGTCACTTAT
ABA - - —ATTTTCTIEAAIAFTACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC ---------- BT TAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTA- -T
ATATTTAJT T T T2 ABABATACAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC - - - - - - - - - GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
---------------------------------------------------------------------------------------------- TCTATC----------GTTAGATTTTGTTATAGGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
e TTTATT - mmmme e AR - - - oo o oo oo ATERAGTRRET TATAARAAAGBETATC- - - - - - - - - - GTTAGABTTTGTTATAGCGACTGCATCATTAAGCTGTGAGTCACTGTRTITIEETAA
----- ATTT- -[JTRAAA- - - - |G TGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC- -« - - - - - - -GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT - - - - - - - - -
----- C-TBAAAMAMIATACAGTGACTIJACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC- - «---«--------TTTTGTTATAGCGACTGJATCATTTAAGCTGTGAGTCACTGTATGT
----------------- ABATACAGTGACTCACAGCTTAAATGATGCJGTCGCTATAACAAAATCTATC----------GTTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATA
--------- TTTARAGABE TACAGTGACTCECAGCTTAAATIATGCAGTCGTTAMAACAAAATCTATC- <=« =« =-=-G-=-=-=---------- - WACTGCATCATTTAAGCTGTGAGTCACTGTATAT
----------------- AATACAGTGACJCACAGCTTAAATGATGCAGTRGCTATAACAAAATCTARJC- - - - - - - - - -GTTAGETTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGTATAT
------------------------ TTTTCRTTA--------CAGTGACTCACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC----------GfTAGATTTTGTTATAGCGACTGCATCATTTAAGCTGTGAGTCACTGT - - = - = - - - - = - - -
GTETTTARTTTC------ Y GTTAG

A ATACAGTGACTCACAGCTTAAATGATGCAGTCGTTAIAACAAAATCTATC TGTET ATTTAAG T ARG TAATGA TTA
A TACAGTGACTCACAGCTTAAATGATGCAGTCGTTATAACAAAATCTATC TAA--TTTTHRT ABBRARE T A TIAT A TANA
AA

------------------------------------------------ CACAGCTTAAATGATGCAGTCGCTATAACAAAATCTATC-«--------@TTAGATTTTGTTATAGCGACTGCARCHTTTAAGCTGTGAGT CACTGTATA - < -« - c o x o m o s o mm o e e T
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ed _fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl. After TEtrimmer 1669 bp

size: 1669bp; fragments: 504; full length: 35 (>=1502.1bp)
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ed_uf.bed g 1l.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 O _
size: 1969bp; fragments: 481; full length: 0 (>=1772.1bp)
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TE: md_5_family 18111 Before TEtrimmer 479 bp

size: 479bp; fragments: 336; full length: 3 (>=431.1bp)
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After TEtrimmer ORF and PFAM domain plot
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consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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