Selection coefficient y

<, |

[ [
i °
[
[ J
T T | | T
Oe+00 2e+06 4e+06 6e+06 8e+06
Position on Scaffold ProgFM164S001
Gene Roquefort Non Roquefort Penicillium roqueforti Protein Length Annotation

ProgFM164501g002533 Neutral -2.164 504 Aromatic-ring-hydroxylase-like
ProgFM164501g002740 Neutral -1.912 461 F-box-domain C-cyclin-like
ProqgFM164S01g003510 * Neutral Neutral 253 Unknown function
ProqFM164S01g003511 * Neutral Neutral 166 Unknown function
ProgFM164S01g003514 * Neutral -2.228 332 Unknown function
ProgFM164S01g003523 * Neutral -2.869 940 UDP-glucuronosyl/UDP-glucosyltransferase
ProgFM164S01g003529 * Neutral Neutral 534 Putative glycosyl transferase
ProgFM164S01g003542 * Neutral -1.119 3848 Transcription associated protein
ProqgFM164S01g003561 * Neutral -1.614 503 sap61, CWF-complex-protein
ProqFM164S01g003566 * Neutral -1.809 601 Beta-lactamase/transpeptidase-like
ProgFM164S01g003570 * Neutral Neutral 65 Unknown function
ProgFM164S03g000676 Neutral Neutral 232 Unknown function

Regulator-of-chromosome-
ProgFM164S03g001307 Neutral Neutral 1635 condensation/beta-lactamase-inhibitor-

protein-II
ProgFM164504g000246 Neutral Neutral 528 Major-facilitator-superfamily
ProgFM164504g000250 Neutral 335 RPB3,.DNA—d|rected-RNA-ponmerase-II-

subunit
ProgFM164S04g000252 Neutral Neutral 435 Acyl-CoA-N-acyltransferase
ProgFM164504g000579 Neutral Neutral 78 Unknown function
ProgFM164504g000895 Neutral Neutral 124 Unknown function
ProgFM164S06g000156 Neutral Neutral 400 Unknown function




