Start crop Point End crop Point

1 MSA length = 1865
TBBA- -A--ATATACAGGGTGACCAGGCTTCCGAAAAACTCTATATTAGGTTTTGCHTTGT - - - - - - - - - - CAAACCAABAACCTAATATAGAGCTTTTTCGGAAGCCTGT G - - - - -BABA- - - - - - - TTCATAATIT— At e
------- A——AIGTACAGGGTGACCAGICTTCCGAAAAAGCTITITATTAGGTTTTGGTTTGT———————————————————————————————————————————————————————————— - - -TAT-T e
----- WAAA--TA- - - -CTTCCGAAAAAGCTCTATATTARGTTTTGGTTTGT - - - - - - - - - - CAAAJJCAAAAACCTEATATAGAGCTTTTTCGAAGCCTGTCACCCIEIE- - TAAlTAATATAT C - - - ---TAAATTA
TETAAAAA-ATETACAGGGTGACHAGGCTTCCGAAAAAGCTCTATARTAGGT TTTGOTITGT - - - - - - - s - e e e e TAAATAJJEET T
L N cAjaccananaccTAATATAGARTTTTJCJJGAAGCCTGTCACCCTGTA- - AAA- - - TAT T
-Br---an-ABA----- GGTGACCAGGCTTCCGAAAAAGTBTIBTBA T TAGGTTTTGGTTTGT = - = -« - - - - - CAAAMICAAAAACITAATETAGAGCTTTTTCGGAAGCTGTCACCCTI@ATT - - -TAA- - 7T T
-------- A-TTGTACAGGGTGAJCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTGTTTT----------CAAACCAAAAACCTAARITAGAGCTTTTTIIGGAAGCCTGTCACCCTGTATTIAATGATATAT C
R < L e i R Toommm o - T
TTT AAAATEIATATAGGGTGACCIGGITTCCGAAAAAGCTCTATATTAGGTTTTGGTTTGT ---------- CBAACCAAAAACCTAATABAGAGCTTTTTCGGAAGCCTGTCACCCTGTA- ==« - xmmmmmcm e oo T
---------- e T
-------- e oo . CABABCAAAAACCTAATAT-GAGCTTTTTCGGAAGICTGTCACCCTGTATRAAATATT - -ATTRTTTARA - - C
---------- AT A s s e e e e CAAAIBIAAAACCTAATATAGAGCT T T T T c o c o e s s e m oo
TTTAAAAATABATATAGGGTGACCHGGCTTCCGAAAAAGTTCTTATTAGGTTTTGGTTTGY---------- CAAACCAAAAACCTAATATAGAGCTTTTTCGGAAGCCGTACClTGTA
---------- N
---------- BBA- - BOBAAAAGT TCTATATTAGG T T TG T TTGT - - - v - e m e e e e e e
---------- N o |
-------------------------------------------------------------------- caAAClaAAAACCIAAATAGAGCTTTTTCGGAAGCC CCTGTH- TAATGATAT-TT
-------------------------------------------------------------------- CAAACIAAAAACCI IATAGAGCTTTTTCGGAAGCCI I ICCTGT——TA ATGATAT-TT
------------------------------------------------------------------------- CAAACCAAAAACCTAATATAGAGCTTTTTCGGAAJCCTGTCACCCTGTATTA- -TAA- - -
-------- A-TTA- - ememe e BTATTAGGTTTTGGTTTGT = - - - - - - - - - CAAACCAAAAACCTAITATAGAICITTTIiGGAAGCCTGTCACCCTGTATTAAA— --T@T
TTTT-AAA-TTTGTACAGGGTGACCAGGCTTCCGAAAAAGTTCTATATTAGGTTTTIGTTTGT---------- CAAACCAAAAARICTAATATAGAGCTTTTTIGGAAGCCTGTCACCCTGTA- TRAATAATAT-TT
TTEEE - - - —TITATACAGGITGACCAGGCTTCCIAAAAAGCTCTATATTAGGTTTT!ITTTGT ---------- lraaccAAAAACCTATETAGAGCTTTTTCGGAAGCTGTCACCCTGTAT
TTTTAAAAATATGTACAGGGTJACCAGGCTTCCGAAAAARCTIITATATTGGTTTTGGTTTGT - - - - - - - - - - CAAACCAAAAACCTAATAJG- - -[frTTTcffeaacecT TAAATAAGTE- TTETTTATA-TAT-TA- - TTARTET T TEATTA
A--AA----TACAGGGTGACCAGCTTCCGAAAAAGT TCTATAT TAGG T TTTGG T T TG T = = = = = = = = = = = = & e m e @ f ot e m e e m et ft e m ot e m e e m ot e o e o e e e o e meaoomaaaao C
I ' IIAAAATATG !ICTTCCGAAAAAICTITATATT.GTTTTGGTTTGT ---------- CAAACJAAAAACCTAATATAGAGCTTTTTCGGAAGCCTGTCACCCTGTATTAAATAAN- TTRTTTATA-TAT-TAA-TTA T
-------------------------------------------------------------------------------- CAAACCAAAAACCTAAT - - = - = cm e s s mmmmemeeceoeaoaoo----TAAATAATATATT TEE-ATACA---TG C
-------- e oo CAATCCBAAAARTTAATATIRGAGCTTTTTCGGAAGCCTTACECTGTATTAAATAATATAT TC----TATATAAG-TG T
TTTTAAAAABATA- - - - - - GTGACCAGGCTTCCGAAAAAR- - CTTBTTAGGTTTTCRTRTGT---------- CA CAAAAACCTAABATAGAGCTTTTTCHGAAGCCTGTCACCHTGTA -« -« - - - -- TTTHTRETAT- - - - - - T
------- A A - - - - oL TRA-TGTTAR- TTRTECATE- - - -ACA- - TG T
TGTATABEGTGACCAGGCTTCCGAAAAAGT TCTATATTARGT TBT GO T TTGT - - - - - - x s m e m e T---TAT@A------- TAPA-TAT- -AAG-TG T
TT—AAAATTTATACAGGGTGACCAGGCTTICGAAAAAGCTCTATATTA TTTTCHTETRT---------- CAAACCAAAAACCTAATATAJAGCTTTTTCGGAAGCCTGTCACCCTGT - - - - - - TGATATATITTTATA-T T
IA L e e R T@A-TGTTAR-TT TICAII— ---ACA- - TG T
CAAABCAAAAACCIJAATATAGAGCTTTTTCGGAAGCCTGTCACICTGTATTAAATATT - -ATTRTTTARA- - - -AT- - -TA C
CAAAICAAA.CCTAATATAGA.TTTTTCIGAAGCCTGTCAC!ITGTAT.AITAATAIAIT TTATABTA-AT----TA
TABGTACATGTGACCAGGCTTCCGAAAAAGT TCTBTATTAGGT TTTGGT TTGT = = - =« =« =« =« s - oo s o s ot Lo ATTETTR------- ACAA- -BA
TETAA- —AITATATATAGGGTGACCAGGITTCCGAAAAAGCTCTATATIAGGTTTTGGTTT.

TTA——AATA GTACAJJG TGACCAGGCTTCCGAAAAAGTTCTTATTAGGTTTTGGTTTGT
------- AATTTAT GGTGACCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTGGTTTGT
------- AATTTAT CABlGGTGACCAGGCTTCCGAAAAAGCTCTATATTAGGTTTTGGTTTGT
TTT""AA ----------------------- AIACTETATATTAGGTTTTGGTTTG]]

---------------------------------------------------------------- CAAACCAAAAACCTAATATAGHEGCTTTTTRGGAAGHCTGTCACCTTABRAABTAATA - AITE “AATITATAAAIT'
T A

--------------------------------------------------------------- ACCAAAAACCTAATATAGAGCTTTTCGGAAGCCTGTCACCCTGTATTAAATAA- - -A AA- - -AT---TT

—

A

----------------------------- CAGGCTTCCGAAAAB - CTERTATAT TAGG T T TTGG T T TG T = = = = = = = = = = = = & & & o o o o o e e e e e e e e f o f o f o dfdm e o e m e e e e e e e e e me e e e e e e e e e e c AT e e m e e e oo oo e e e e oo
----------------------------- CAGGCTTCCGAAAAI ITATATTAGGTTTTGGTTTGT——————————————————————————————————————————————————————————————————————————————————————————————————————————————
----- A--ATATACAGGGTRACBAGGCTTCCGAAAAAGCTCTATEGBTAGGTTTTGETTTGT - - - - - - - - - -CAAACCAAAAACCTAATATAGAGCTTTTTCHCABBCCEGTE- - -------T--A------

LR LR < L e CAfljaACCAAAAACCTAATATAGGCTTTT AGBCTGTCACCCTGTATT-=--=---=--

------- A T T - - - - - - o e e oo TEAlTAATATTT

--------- IAI!TACAGGITGACCAGGITTCCGAIAAAGCTCTATATTIGGTTTTGGTTTGT————————————————————————————————————————————————————————————T——————————IT TT

---------- N

----- CAGGCTTJCGAAAAAGCTCTATATTAGGTTTTGGTTTGT - - - - - - - - - - CAAACCAAAAACHITAA - - TAGAGCTTTTTCGGAAGCCTGcACCCTGTATABATATTARATTRT TCRBTA

- -GGCTTCCGABAAAGCTCTATATTAGGTTTGGTTTT CAAACCAAAAACCTAATAAGAGCTTTTTCGGAGCCTGTCACCCTTATHAAR- - - - - - ATTRTTC- - -------o---

TAIAATAIGTAAA

.
TTATAA- - -ATA- - -

@6 n------ AT

TAA.AATITATT TTTATA-TAT-TAAATTA

------------------------------------------------------------------------------------------------------------------------- TIAA——————ITT e e e e

----- TACAGGGTGACCABGCTTCCGARAAAGCTCTATATTAGGT TTTGGTTTGT = = - o« o c e e s m ot ot e TAATAT - TTRTTT e e oo - TARTT T T Tl A A
--------- TEHG---------ACHAG- —TTCIGAAAAAGCTCTATATTEIGTTTTGGTTTGT— - --------CAAACCAAAAACCTAATATAGAGCTTTJTCGGAAGCCTGTCACCCTGTA- - - - —IAATAT—TTITTTATAA— - -ATA- - —TG.T-C"A‘
AAAABIT TA- - - - oo oo ABAT TG T T T TGO T GT - - - c - e e e el T oo o o o e e e e e e e e e
AA-ATTACAGGTGAICAGGCTTCCGAAAAAGCTCTATATTAGGTTTGGTTTGT - - - - - - - - - - CAAACJAAAAACCTAATATAGAGCTTTTTCIIGAAGCCTGTCACCCTGTATAAA- - - - - - ATTETTGARAG- - -ATA- - - TANEE T TATECE  16CETTA
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d uf.bed g 1.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa s

divergence to consensus (%)

size: 1865bp; fragments: 7176; full length: 10 (>=1678.5bp)
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y 189.fasta.b.bed uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa_cl.
size: 2203bp; fragments: 4661; full length: 0 (>=1982.7bp)

divergence to consensus (%)
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TE: rnd_4 family 189

size: 333bp; fragments: 200; full length: 84 (>=299.7bp)
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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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nsensus before TEtrimmer (bp)
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Dotplot

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