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----------------------------------------------------------------------------------------------------------------------------------------------- AGATGBRTTGT -« -« -«---------------ACAAAHA ATA
------------- ATATBA- - - -[FATGAAT -AGTA- - - - TGTAAGAGTCTTGTTTTCCGTTAAAAAT TTGTTTATATTAAAT TGTGTTA -« - x o s o e me o e oo e e oo - TRTTGGTCRTER T TAABEBACAATA - -BBGCA ACTAT
------------- AT TG A - - - - - - - - o - e AGATGBETTGT s s s o oo oo oo - L ACAAARARET ATA
---------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCHMTTGTGGCCTTABATACEBTACAATAACAAACATATTTACTAT
------------- ATATBA- - - -[FATGAAT -AGTA- - - - TGTAAGAGTCTTGTTTTCCGTTAAAAAT TTGT TTATATTAAAT TGTGTTA - = - - -« - o oo o oottt oo TITTGGTCIT‘TTAA‘ACAATA——.GCA ABHT
AA-TTTATTA---T ABTEBAAA - TAATAAATAAATA- - ATTGTAAGAGTCTTGTTTTCCGTTAAAAAT TTGT TTATATTAAAT TGTGTTA - - - - - - - oo oo o oot Lo AAANA A TT
---------------------------------------------------------------------------------------------------------------------------------------------------------------------- AATEGCIA B TATT

--------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCTTGTGGCCTTA TACAATAACAAACATATTT
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AABTACATTTTIBC ATARTIRTAAACAT
-------------------------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCTTGTGGCCTTA TACAATAACAAACATATTT

AA-TTTATTA---T AAA-TAATAAATAAATA- -ATTGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA

AAA- - TATTAA-GA ATG-TAAJJAlATAAATA - - - - TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA - - - - - - - - - CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAIGTAGACGCITTGTGGCCTTA TACAATAACAAACATATTTACTAT
---------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCMTTGTGGCCTTA TACAATAACAAACATATTTACTAT
ARATTTBTTA- - - ATCETECEABE BT T- - - - - AATAAATAAATATEET TGTAAGAGTCTTGTTTTCCGTTAAAAAT TTGT TTATATTAAATTGTGT TA - = -« -« -« - s e o et e f e L L L f Lo oo TTA ACAARAATIRRCATARTT
----------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGClTTGTGGCCTTA TACAATAACAAACATATTT
----------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCITTGTGGCCTTA TACAATAACAAACATATTT
ARATTTBTTA- - - ATCETECEABE BT - - - - - AATAAATAAATATII T TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA

AAATTTATTAATAA TRTEATATTEABAAARA - - - - - TAPTGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA ATECG

- - -ATTTTAATAT ATATHE- - - TAAATAAATA- - - -TTATTGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA AGA 1AIAACIAACAT.I
----------------------------------------------------------------------------------------------------------------------------------------------------------------------------- ATAG TATITRARTAT
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-------------------------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCTTGTGGCCTTA
ATTEATG - TAAJAATAAATA - - - - TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - - - - - - - - CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAJGTAGACGCRTTGTGGCCTTA

A - = s m e e e e e e e e e e e e e e CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCMTTGTGGCCTTA
A - = s m e e e e e e e e e e e e e e CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCHMTTGTGGCCTTA
----- TABTGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA - <o cmcmmmmmmm i m e - ATRCGCRTECEGECCBTA
-------------------------------------------------------------------------------------------------------------- CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCHMTTGTGGCCTTA
- - -ATTARTAATAT ATATH- - - TAAATAAATA- - - - TTATTGTAAGAGTCTTGTTTTCCGTTAAAAAT T TGT T TATAT TAAAT TG TG T TA - = = = = = & & & o o o o o o o o f b o o o f ot f ot et et e o et e o ettt e o e ot et o e f e et e oo i ee o i oo e oo
- - -ATTAMTAATAT ATATHE- - - TAAATAAATA- - - -TTATTGTAAGAGTCTTGTTTTCCGTTAAAAAT T TGT T TATAT TAAAT TG TG T TA - = = = = = & & & m o o o o o o o o b o f o e o et e o et e o e o e o et et e o e o e ot e e e e e e e oot e e ee oo oo

---ATTHTTAATAT ATATHE- - - TAAATAAATA-- - -TTATTGTAAGAGTCTTGTTTTCCGTTAAAAAT T TGT T TATAT TAAAT TG TG T TA - = = = = = & = = o & & o o o o o o o o o oo e e oo f o e o e o oo momo oo oo s ABAACBAACAT
---------------------------------------------- L TACRATATEAARA
------------------------------------------------------------------------------------------------------------------------------------------------ ATAAMAAACARATT
AAGTTTA GTATTA ------- TTGTAAGAGTCTTGTTTTCCGTTAAAMAA TG T T TAT AT TAAAT TG TG T TA - - & - & & & o o oo o e o e o e o e o e o e o e o e e e oo et et oo e oo e oo e oo e oo TATAA AGTEAGCATATTT
AAGTTTA ARTT GTATTAI . ------- TTGTAAGAGTCTTGTTTTCCGTTAAAIAATIGTTTATATTAAATTGTGTTA ------------------------------------------------------------ TATAA AGTEAGCATATTTHAGT - -
---------------------------------------------------------------------------------------------------------------------------------------------------------------- TETRATAARAAGIETATT
AATHITATTA-TAA A----AATAARBTT----ATATTGTAAGAGTCTTGTTTT - CIBTHAAAAAT TGT TTATAT TAAAT TG TG T TA - = = = = & & o m e e e o o o o e e e o f o e o d o e e e e e e e i e e ie oo ATRATHGTAAACATIRTTT
IAATITATTA TAA A----AATAABTT- - - —ATATTGTAAGAGTCTTGTTTT—CI IAAAAATTGTTTATATTAAATTGTGTTA ------------------------------------------------------------ ATERATEGTAAACATIRT TTIRABAAT
----------- CEABTBETABTEA - - - -ATATTGTAAGAGTCTTGTTTTCCGTTAAAAATIG TBT AT AT TAAAT TGTGT TA- - - -« - e e ettt TRACEAABERT
------------ AT - - - AATAAATAAARBIA - - - - - e .CTGGCCTAAGCTACGACTATGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGCETTGTGGCCTTA TACAATAACAAACATATTTACTAT

TACAATAACAAACATATTT
TIAIAGCIAGCA
TACAATAACAAACATATTT
TACAATAACAAACATATTT

TTGTGGCCTTA

CBHACHG
TTGTGGCCTTA
TTGTGGCCTTA

CTGGCCTAAGCTACGACTARGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGC
CTGGCCTAAGCTACGACTARGTCGCTTTTGGGCCATGCCTATATGTAGGTAGACGC
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ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 be After TEtrimmer Extended plot Blue lines are boundaries

size: 9991bp; fragments: 5618; full length: 0 (>=8991.9bp)
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TE: 1t 1 family 66 Before TEtrimmer 756 bp

size: 756bp; fragments: 1401; full length: 58 (>=680.4bp)
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After TEtrimmer ORF and PFAM domain plot
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