AFLPOP was designed primarily to solve the population allocation problem based on AFLP markers: Given an AFLP genotype and a set of candidate populations defined by AFLP samples, what population is the genotype most likely to belong to?

A new version (1.1) of AFLPOP is now available. The main modification from the previous version is that, in addition to estimate the likelihood of specimens to belong to given putative source populations, AFLPOP now offers the possibility of estimating the likelihood that specimens are hybrids (either F1, F2, BC). Several navigating facilities have also been added (e.g. Back and Re-Start buttons). Furthermore, all relevant information on procedures and parameters is now currently accessible while running AFLPOP.

AFLPOP can be downloaded free of charge at:

 http://www.bio.ulaval.ca/contenu-fra/professeurs/prof-l-bernatchez.html
