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Genetic maps compilation & QTL meta-analysis

BioMercator V5.0.rc - 4

co s ot cmnst ) - Compilation of genetic maps combined to QTL meta- BioMercator V5.0.1c -
v Warkspace [s] | [Panel1 . H H File Analyses wiew Help | Erase all ||
—_—————— analysis has proven to be a powerful approach contributing ‘ LS

P LNArcosseL_unpuo [a j Panel 1 1

lllllll

uuuuuuu
uuuuuuu

nnnnnn
llllll

e to the identification of candidate genes underlying :

i | =
_j s : R il creron zeo = :
4 30,87  bnlgllla | H— npizsia . . . . . . » 1 o 1] umel177 |
|_égggg e I quantitative traits. One of the most interesting properties of - IS | »
| ii:i UUUUUU | 1~ mfn’cglllj . - - P e | T . _. = 23,10 bglglﬂl‘l
‘ =N : i meta-QTL (or consensus QTL) is its confidence interval - il ecin 2001 ina | %g;;gg i |
= i N ' N2 un  mam |
| H = H i ISES (IC) often shorter than IC of corresponding QTLs, J ‘ N B i
| { { §z&;§ """""" - ‘ §ﬁzz§ G decreasing the number of candidate gene to consider. - i Poward 200 = nn |
i D | e i . . . . . . > i REbaL [~ ss.e2  phpaosss
M %‘ min S B BioMercator enables compilation and visualization of a |‘ |1 ‘ L=
NNty I RS lar b f ti £ diff t _ 7 i visduru 100 | JHHE==¢% =Fadn, |
NS : | ge number of genetic maps, from different sources & Fesuts | —un e |
i : SIS . . >l consensus . - N 7112 bnlg2ads !
{ i i i g (literature, database, own experiment etc.). =l = — Ui | N |
NS | o BioMercator enables also QTL meta-analysis usin st [ [ arnmlows] || || | ] N |
— = . | - - T 29,08 gaye0b (bt}
e e e e oo i = - [1] : Y J () Dlply ot rame | ‘ NI
i S i . | | | . Veyrieras methods'’. Meta-analysis are run at the T i NS |
@ standard arlcons | o— 10027 bmaraa . = = NN bnll. 18 |
—_ ; o chromsome level and QTLs from related traits can be O SN |
O ovewew(Chardon) o - . . . . . O overview (chardon) T oESysE phieeo |
R jointly subjected to a single meta-analysis by grouping S —— |1x‘: s
Efsi : . . . = H — 135,30 322862 l
o 86 corresponding traits into meta-traits. oFe o = |
s - FT_2 @ ¥ N 14780 bmis.a !
o = % FT 3 o ¥ ﬁ\\_ 150,61 phi22756 :
SD - E_:g E % - 165,51 umc1797 :
) '_J@ gtlcons :
_ — | 4
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Structural and functionnal annotation view
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s | - GO annotation. The pie chart (bottom left) depicts the GO of
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The next step after QTL localization is to identify the genes
at this locus and their functions. g o
Thus, BioMercator enables to load structural (GFF3 format) Bom )
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and functionnal annotation (Based on the Gene Ontology) i

and to Ilink these information to the genetic map. p——
BioMercator provides tools to visualize and analyse these — ——
information. r—

Structural annctation ZmB73_5b_FGS.gff
Functional annotation ZmB73_5a_xref. txt [
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. . : BioMercator provides also some tools to evaluate the
2= - overrepresentation of a GO id in a focused region (bottom
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