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1 MSA length = 1688 1
AB- - AAREIBETE 1A TACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACIAATT - - -« - v m A

ABREG--------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAAT T = = = = = = = = @ o s oo o m oo e o e o e o e e o e o e o f o e e e e e o e o oo mimieeeiee oo A
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAAT T = = = = = = = = @ oo oo oo oo e o e o e o f o e o e o e o e o e o e e e o e oo mmimieeeaea oo
--------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAMMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- =T - mmmmmmmmmmmmm e oo -

-------------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - ---------TTCGTCCGGCAAMTTJCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
-------------- TATACAGACCGGACCAICGTAGTAGTAACATAGGCAGAACCGGACGAATT - -« -------TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
------------ TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--TA
----------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAARTTGCTATGTTAJTAGTAGCCTGGTCTTCTCTGTA- - TA T- TERCEA T -
THTACAGACCGGACCACCGTAGTAGTACATAGGCAJAACCGGACGAATT - - - - - - - - - - TTCGTCCGGEAABTTGTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TA -

---------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACHGGACGAATT - - -------TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--TA -
TATACAGACCGGCCACCGTAGTAGTAACATAGGCAMAACCGGACGAATT - -« -« -« - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAIAACCGGACGAATT ---------- TTCGTCCGGCAABTTGCTATGTTACTAGTAGCTGGTCTTCTCTGTA- - TA TTTCCRR TRECEEA T - - GAAAATT -

------------------ TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA TIT AGAAMIA - - A

TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ---- ==~ - TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAAACCGGACGAATT - - - -« e et ot A
--------------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TATACAGACCGGACCACCGTAGTAGTAACAJJAGGCAGAACIIGGACGAATT - - - - - - - - - - TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAARTTGCATGTTACTAGTA- - - - - GTCTTCTCTGTA--TA
TATACAGACCGIACCACCGTAGTIGTIACATAGGCAGAACCGGACGAATT ---------- TTCGTCCGGIAA TTGCTATGTTACTAGTAGCCIGGTIT-CTITIT.A
-------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--TA

------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAARMTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ---- ==~ - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
-TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT ------------------------------------------------------------ A
TATACAGACCGGACCACCGTAGTAGTAACITAGGCAGAACCGGACGAATT - -« -« -« - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
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TATACAGACCGG.CACCGTAGTAGTAACATAGGCA AACCGGACGAATT - === -=---- TTCGTCCGGCAA TTGCTATGTTAIT— - --GC- - —GTITTCI -------- A
TATACAGACCGGACCACCITAGTAGTAACATAGGCA AACCGGACGAAT T = = == = = = = - - TTCGTCCGGCAARMT TGCTATGTTACTAGTA - - - & & s m e e e e oo ee e o -
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGAIGAATT ---------- TTCGTCCGGIAA

TTGCTATGTTACTAGTAGCCTGGTCTTCTCT = m == = mmmmmm e e e e e e e e e e e e o
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -~ - - - -

T CTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TA
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATETA
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TTGCTATGTTACTAGIAGCCTGGTCTTCTCT mm m m s e e e e e e e e e e e e e e e e e o
TTGCTATGTTACTAGIAGCCTGGTCTTCTCT -------------------------------
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA.AAA_
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATA - = = = = = = mm e e 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 o

TATACAGACCGGACCACCGTIGTAGTAACATAGGCAGAACCGGACGAATT —————————— TTCGICCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-==~-- ITCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-===-- TTCGTCCIGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-===-- TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATI —————————— TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAIAACCGGACGAATT —————————— TTCGTCCGGCIA

A

TATACAGACCGGACCACCGTAGTAGTAACATAGGCABAACCGGACGAATT == =-===-=-=-~-- TTCGTCCGGC
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-===-- TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-==~-- TTCGTCCGGCAA

TATACAGACCGHEACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-==-~-- TTCGTCCGGCAA TTGCTATGTTACTAGIAGCCTGGTCTTCTCTGTITATA
TATACAIACCG ACCACCGTAGTAGTAACATAGGCAGAAICGGACGAATT —————————— TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-==~-- TTCGTCCGGCAA TTGCTATGTTACTAGTAGCCTGGTCTTITCTGTA——TA

TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGAGAACCGGACGAATT - -« -« - --- TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ---- ==~ - TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAA
TTACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - -« -« - - - - TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACAATT - - - - - oo - TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAJAACCGGACGAATT - - - -« - --- TTCGTCCGGCAA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTfcTcccaeAa
TATACAGACCGGACCACCGTAGTAGTAACATAGJCAGAACCGGACGAATT - -« -« - --- TTCGTCCGGCAABTTGCT - TGJTACTAGTAGCCTGGTCTTCTCTGTA- - TA
TATACAGACCGGACIJACCGTAGTAGTAACATAGGCAJAACCGGACGAATT - - - - - - - - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATA
TATACAGACCGGICCAICGTAGTAGTAACAIAGGCAGAACCGGACGAATT ------------------------------------------------------------
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAIClIGGACGAATT - - - - - - - - - - TTCGTCCGGCAA|TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATA

TTGCIATGTTACTAGTAGCITGGTCTTCTCTGTA——TA ---------
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATARET - - - EEEEETTEN . A .\ EECH ™ T T TRl 8- --------
TGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA AT
TTGCTETGTTACTAGTAGCCTGGTCTTCTCTGTA - - GEEAABAT - - - - - - - ll

TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGJATATA T AAAA-T
TTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
TTGCTATGTTACTGTAGCCTGGTCTTCTCTGTA- -TA
TTGCTATGTTACTAGTAGCCTGJTCTTCTCTGTATATA

TATACAGACCGGACCACCGTAGTAGTAACATAGGCAJAACCGGACGAATT - - - -« - --- TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TATACAGACCGGACCACCGTAGTAGTAACAT - - - - AGAACCGGACGAATT - =----=--- BrCcGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - =----=--- TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACIGGACGAATT - - - - - - - - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TATACAGACCGGACCACHGTAGTEGTAACATAGGCAGAACCGGACGAAT T = - - - - -« o xm s m ottt oo Lo

TATACAGACCGGACCACCGTAGTAGTAACATAGGCABAACCGGACGAATT == =-===-=-=-~-- TTCGTCCGGCAART TGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA - - === == = - 2 s o s e e o e e o e o o e e o e e o e o o e e o e m o oo oo m - m - - - -
TATACAGACCGGACCACCGTAGTAGTAACATAGGCABAACCGGACGAATT == =-===-=-=-~-- TTCGTCCGGCAA TTGCTITGTTACTAGTAGCCTGITCTTCTCTGTAT -
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT == =-===-==~-- TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATA

TATATAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - = - -« o s o s st ot ot et oo
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAATTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--T
TAIA—AGA.GGACIACIGTAGTAGTAACATAGGCAGAACCGGACGAATT ---------- TTCGTCCGGCAA TTGCTATGTTAITAGTAGCCTGGTCTTCTCTGTA— ~TAR--AGT----- - AAAAAA - - -
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA AGAAAA - - A
THTACAGACCGGACCACCGJAGTAGTAACATAGGCAGAACCGGACGAATT - - - - - -« - - - TTCGTCCGGCAARTTICTATGTTACTAGTAGCTGGTCTTCTCTGTATATA
TATACAGACCGGACCAICGTAGTAGJAACATAGGCAGAACCGGACGAATT - - - - - - - - - - TTCGTCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATA- - - - - - - -
TATACAGACCGGAICACCGTAGTAGTAACAT—IGIAGAACCIGACGAATT ---------- TTCGTCCGICAA TGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA.T— - -
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ---- ==~ - TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTAT-----------
TATACAGACCGGAJCACCGTAGTAGTAACATAGGCAJAACCGGACGAATT - - - - - - - - - - TTCGTCCGGCAARMTGCTATGTTACTARTAGCCTGGTCTTRTTGTAT- - - - - -
TATACAGACJGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - -« -« -« - - - TTCGTCcGCAA TTGCTATGTTAITAGTAGCCTGGTCTTITCTGTATATA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAABMTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA

-AAAAA - - -
AAAAA - - A
AGA AI— ;

- 4 4 -4 4 4 - -

TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACAATT - - - - - - - - 8 0L €
----- T A TAA_AIA.CIGGAICAC.TAGIAGTAACATAGGCAGAACCGIACGAATT— - --------TTCGTCCGGCAA TTGCTATGTTACTAGTAGCITGGTCTTCTCTGTATI— T . Y-V Y YN
T ARM----------- TACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGAMGAATT - - - - - - - - - - TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA - AT AAIAA
------------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGA!IAATT— i -----TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--TA - AT AAAAA
------ TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - -------- —TT.T-CIA 0
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAA TTGCTATITTACTAGTAGICTGGTCTIiICTGTATATA
---------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGAIGAATT - - --------TTCGTCCGGCAARTTICTATGTTACTAGTAGCCTGGTCTTTCTGTATAT
------ TATACAGACCGGACCACCGTAGTAGTAACATAGGCAJAACCGGACGAATT - ------- - -TTCJTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA
-------- TATACAGACCGGACCACCGTAGTAGTAACATGGCAGAACCGGACGAATT - - - - - - - - - —TTI!TCIGGCAA TTGCTATGTTACTETAGCCTGGTCTTCTCTGTATAT
--------- TATACAGACCGGACCACGTATIGTAACATAGGCAJAACCGGACGAATT - - - - - - - - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TA- - - AAT
--------- GRTATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAAT T = - - - - - oot et tL oo TT
---------------------- -GAC-GTAGTAGTAACATAGGCAGAACCGGACGAATT— - - - ---TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA--TA- - -AA
--------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACJAATT - - - --- - - -TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- -TA
TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGRCGAATT - -« -« - - - - TTCGTCCGGCAABTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATEBATNGT A TTCEGTAAG . AGAAGTACT - - - GATTECE A8~ 8- - - - - - - -
------------------ GElACC- - - - - - - -AACATAGGCAGAACCGGACGAATT----------TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA e - T---- AT -BAAAAATT -
---------------------- TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ --------TTCGTCGGCAATTGCTATGTTACTAGTAGCCTGGTCTTCTCTITATETART - - - .- I .l!AAAAA— A
A TATACAGACCGGACCACCGTAGTAGTAAC - - AGGCAGAACCGGACGAAT T = = = = = = = = = = = = m e m e e e e & e o e o e e e o e @ e m e @ e o e @ e @ e @ e o e @ e m e @ e e e e e e e e e m e e e e e e e e e e e e e e o
ATATTATGCCC A AAAAT TACAATTE-- - -ATGAAAGTG- - - --- - - - TATACAGACCGGACCACCGTAGTAGTAACATAGJCAGAACCGGACGAATT - -« -« - --- TTCGTCCGGCAABTTGCT - TGETACTAGTAGCRTGGTCTTCTCTGTA- - TAREA - AT ENCCCERRAAA - - - - - - - TTTRETT TRATRTATE- -- - - - TT-
ATATTAATTTTAATAAT TARAA T TTTACAC T GTAAATA- - - - - - - - - TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT -~ ------- - TTCGTCCGGCAABTTICTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TA- - - - - - TTT AARAAART -
ATATTTGTTEE - - - - - - TATACAGACCGGACCACC- - -GTAGTAACATAGGCAGAACCGGACGAATT === - == - = - - TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGJCTTCTCTGTATA- - - - - AA TTH------------- AAAAARTTH
A TATACAGACCGGACCACCGTAGTAITAACATAGGCAGAACCIGACGAATT ---------- TTCGTCCGGCAA TTGCTATGTTACTAITAGCCTGGTCTTCTCTITATA -------- AT-AAA -
ATATGGAGTGG - GAAGG T ATAGT TTAACCE TT- - - - - TATACAGACCGGACCACCGTAGTAGTAACATBGGCAGAACCGGACGAATT - -« - - -« - - - TTCGTCCGGCAABTTGCTATGETACTAGTAGCCTGGTCTTCTCTGTA- -TAR- - - - - - - - - ATTAGAAGAM TATT - - - - - - ---------- AAAAAA - - -
A TIT.A-G-ACCGTAGTAGTAACATAGGCAGAACIGGACGAATT ---------- TTCGTCCGGCAAMTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATAT TTT AAAAATT -
A TATACAGACCGGACCACCGTAGTAGTAACATAGJCAGAACCGGACGAATT - -« -« - --- TTCGTCCGGAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA - ATHIAGAAAATTA
ATARTATGTTT - GEAAT T ATGCE TTATTTT TCTA- - - - - - - TATACAGACCGGCCACCGTAGTAGTAACATAGGCAGAACCGGACGAATT - -« - - - - - - - TTCGTCCGGCAARBTGCTATGTTACTAGTAGCCTGGTC-TBTCTGTATABATAR - - - TETETGTTGAB~GG TTTE- - - - - ATEGATITG G- - - -- - - - -
ACGTT-------GATGETATAGT - - - - - - TATACAGACCGGACCACCGTAGTAGTAACATAGGCAGAACHIGA- -AATT - - - - - - - - - TTCGTCCGGCAARMTGCTATGTTACTAGTAGCCTGGTCTTCTCTGJATAT TT AT - ABAAAA - - A
AACATGTTATT------------ CTGTAACTAAT TA-------- TATACAGACCGGACCACCGJAGTAGTAACATAGGCAGAACCGGACGAATT - -« - - - - - - - TTCGTCCRGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTA- - TAR - - AATAGEACTATAAATARCAAT - - - - - - - - - - --- - - - AAAATA
--------------------- BlACC--------AACATAGGCAGAA-CGGACGAATT----------TTCGTCCGGCAARTTGCTATGTTACTAGTAGCCTGGTCTTCTCTGTATATA e - TT----@TEETETAT -FAAAAATT -
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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 (%)

size: 1688bp; fragments: 3880; full length: 59 (>=1519.2bp)
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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: 1988bp; fragments: 3851; full length: 0 (>=1789.2bp)
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TE: rnd_1 family 290
size: 1104bp; fragments: 2530; full length: 119 (>=993.6bp)
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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 09/10/25)
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