Start crop Point End crop Point

MSA length = 1867 1
------------------------------------------------------------ ATRTBGAATTCCGAGABCC - - - - - - v e e
--------------- TG TCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - - - - - - - - -[TCTTGAATTJCGAGATTCCTACCCTATTTCGACTAAGATGACTGGATA

------------------------------------------------------------ ATCTTGAATTCCJAGATTCCTACCCTATTTCGACTAAGTGACTGGACTA
-TAGTCCAGTCATCTTAGGG-ACCTCGGAATTCIAGATAACCGGCTG ---------- ATCTEBGAATTCCGAGAIBCC- - - - - - v o e e
------------------------------------------------------------------------- ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
------------------------------------------------------------ ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGAC - = = = = = = = m s e o e e e e o e e e e e e e e e mem e oo -
------------------------------------------------------------ ATCTTGAATTCCGAGATTCCTACCCTATTTCJACTAAGATGACTGGACTA

---------------------- TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG-+---------ATCTTGAATTCCGAGATIICCTACCCTATTTCGACTAAGATGACTGGACTA
Al - —.T_TAGTCCAGTCATCTTAGGG-AICTCGGAATTCIAGATAACCGGCTG ---------- ATCTIGAATTCCGAGA‘CC ------------------------------
ABM------------- TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACHGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGATAAGATGACTGGACTA
A TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - -~~~ - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
A TAGTCCAGTCATCTTAGGGGTTTACHTCGGAATTGAGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
Joe o s TC AGAAATGG - - = = = = = = = o o e e e ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
FCAC - - - - = = = AGT TG - = = = = = = = = mmm e e e e e e e e e oo ATCTIiAATTICGAGAIT.TAIC-T ----------------------
ABRBRT - - --------- TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- == === -~ - - ATCTTJAATTCCJAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
A TAGTCCAGTCATCTTAGGGGTTTCABCTCGGAATTCGAGATAACCGGCTG- - - - - -~ - - - ATCTTGAATTCCGAGATTCCTACICTATTTCGACTAA- - - 8| TGGACTA
ACGTG- - - - - - TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGEGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTASGRIIE - - - - - - - - - - - - - - - - - - - - - - - - - 61
A TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - -~~~ - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACT - - -ATGACTGGACTA AGHE A A CAAACTTTT
ACT - - ------ - - - TAGTCCAGTCATCTTAGGG AICTCGGAATTC AGATAACCGGCTG---------- ATCTIGAATTCCGAGA.CC ------------------------------ AIA“A.— - AITI— -
AT ----------- TAGTCCAGTCATCTTAGGGGTTTIACCTCGGAATTGAJATAACCGGCTR---------- ATCTTGAATTCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA AA
-------------------------------------------------------------------------------------------------------------- ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA

{1 1 AR = 11 = oY 1 1 ATCTTGABTTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
GATTAAATTTT- - - TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG-=----=- - - BrcTTGAATTCCAGATTCCTACICTATTTCGACTAAGATGACTGGACTA
AATTEGA- - -- - - - NETETG T GATGAACTG - - - - - AAGTTG- - - - -- - - - - - THTTATBGCEE TITCCTCBGAATTCGAGATAACCGGCTG- - -« -« - - - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
-------------------------------------------------------------------------------------------------------------- ATCTTGAATTCCGAGATTCCTACCCTATTTCGACJAAGATGACTGGACTA
------------------------------------------------------------ ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
------------------------------------------------------------ ATCTTGAATTCCGRGATTCCTACCTATTTCGACTAAGATJACTGGACTA

TIGTCCAGTCATCTTAGIGGTTTCACCTCGGAATTCIAGATAACCGGCTG ---------- ITCTTGAATTCCGAGATTCCTACCCTATTICGACTAAGATGACTGGAITA A A
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACIGGIT G - - - - - - s sm o et G A
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGI!TG ------------------------------------------------------------ A A
TAGTCCAGTCATCTTAGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATTCCTACCCJATTTCGACTAAGATGACTGGACTA A A
------------------------------------------------------------ ATCTTGRATTCCRBAGATTCCTACCCTATTTCGACTAABATGACTGG - - - - - - - oo - - G A
TAGTCCAGTCATCTTAGGG-AICTCGGAATTCIAGATAACCGGCTG ---------- ATCTIGAATTCC!IGIT-CC -------------------------- A
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGTG- - - - - - - - - - ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGHTACGGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG------ -~ - - ATCTTGAATTCCGAGATTCCTJCClTATTTCGACTAAGATGACTGGACTA
TAGTCCIlllTJATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATT

liTACCCTATTTCGACTAAGATiICTGGACTA
C

TAGTCCAGTCATCTTAGGIGTTTCACCTCGGAATTCGAGATIA.GGCTG ---------- ATCTTGAATTCCGAGATT TACICTATTTCGACTAAGAT ACTGGACTA

------------------------------------------------------------ ATCTIGAATTCIGAGA.CC——————————————————————————————
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCAGATAACCGGCTG--------- - ATCTTGA-------- ATTCIITACCCTATTTCGACTAAGATGACTGGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCIAGATAACCGGCTG ---------- ATCTJAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
--------------- CCAGTCATCTTAGGGGTTTCAJCTCGGAATTCGAGATAJCCGGCTG- - - - - - - - - -ATCTTGAATTCCGAGATTCCTACCIBATTTCGACTAAGATGACTGGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGIT G - - - - - - o s s m o st et
TAGTICAGICATCTTAGGGGTTTCACCTCIGAATTCGAGAIAACCGGCTG ---------- ATCTTGAATTCCGAGATTICTACCCTATTTCGACTAAGATIACTGGACTA
____________________________________________________________ A
TAGTCCAGTCATCT - —IGGG.TCACCTCGGAATTCGAGATAACCIGCTG ---------- AICTTGAAITCCGAGAITIiTACICTATTTiIACTAAGATGACTGGACTA
CAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - ==~~~ - - ATCTTGAATTCCGAGATTCTACCCTATTTEIGACTAAGATGACTGGACTA

------------------------------------------------------------ ATCTTGAATTCCGAGATTCCTAC-[TATTTCGACTAAGATGACTGGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG-=----=--- ATCTTJJAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG------=- - - ATCTTGAATTCCGAGATTCCTACC[TATTTCGACTAAGATGACTGGA[TA

TAGTCCAITCATCTTAGGGGTTTCACCTCGIAATTCGAGAIAACCGGCTG
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTI ---------- ATCTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG - == ==« == = - ATCT TGAAT TCCGAG = = = = = = & & o o e e e e e e e e e e e e me e -

--------------- CCAGTCATCTTAGGG ABCTCGGAATTCAGARBAACCGGCTG - -« -« - - - - - ATTBGAATTCCCAGATGIMBIBCC - - - - - - - - - - e e e e e
TAGTCCAGTCATCTTEGGGHTTTCACCTCGGAATTCGAGATAACCGHCTG - -« - - - - - ATCTTIIAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
TAGTCCATCATCTTGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATTJCTACCCTATTTCGACTAAGATGACTGGACTA

TAGTCCAGTCATCTTAGGGGITTIACCTCGGAATTCGAGATAACCGGCTG
----- .G-TTAGGGGTTTCACCTCGGAATTCGAGATAACCGIC.
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG
TAGTCCAGTCATCTTAGGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- -~~~ -~ - - ATIlTTGAATTCCGAGATTCCTACCCTATTTCGACTAAGATGACTGGACTA
-------------------------------------------------------------------------------------------------------------- ATCTTGAATTCCJAGATTCCTACCCTATTTCGACTAJJGATGACTGGACTA
TAGTCCAGTCATITTAGGGGTTTCACCTCGGAAT TCOAGATAACCGGET G = - - = - s s s s o st oot f oo
TAGTCCAGTCATCTTAGGGGTTTCACCT CBGAATTCOGAGATAACCGGET G = - = = -« o s s s o s s oot o oo oo
TAGTCCAGTCATCTTAGGGTTTCACCTCGGAATTCGAGATAACCGGCTG- - - - - - - - - - ATCTTGAATTCCGAGATCCTACICTATTTCGACTAAGATGACTGGACTA
-------------------------------------------------------------------------------------------------------------- ATCTTGAATTCCGAGAITCCTACICTATTTCGACTAAGATGACTGGACTA
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d fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 O bcin.fa_aln.fa_cl.fe

divergence to consensus (%)
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size: 1867bp; fragments: 651; full length: 0 (>=1680.3bp)
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d_uf.bed g 1.bed fm 1.bed 0 O n.bed g 1.bed fm 2.bed 0 O b
size: 2168bp; fragments: 650; full length: 0 (>=1951.2bp)
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TE: md_4 family 655 Before TEtrimmer 1154 bp

size: 1154bp; fragments: 335; full length: 28 (>=1038.6bp)
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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)

Dotplot

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