[image: image1.wmf]
The phylogenetic tree was built using the rainbow tree tool at the HIV LANL database website (http://www.hiv.lanl.gov). The 123 SGA Env sequences of the viruses included in our study were aligned with 59 Env sequences isolated from clade B chronic infected individuals, with documented year (2010–2012) and country of infection (France). The red branches identify the sequences derived from the French clade B subjects while orange, yellow, pale green, green and blue branches identify the sequences derived from the transmission cluster.

