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57.1% identity (72.6% similar) in B4 aa overlap (1-83:22-102) 53.9% identity (68.63% similar) in 102 aa overlap (1-83:35-200)
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GNGANGAPGTGANGGDGGILIGNGGAGGSGAAGMPGGNGGAAGL
FGNGGAGGAGCGNVASGTAGFGGAGGAGGLLY GAGGAGGAGGRAG
GGVGGIGGAGGAGGNGELLEGAGCAGEVCCLAADACDGGACCDG
GLFFGVGGAGGAGGTGTNVTGGAGGAGGNGGLLFGAGGVGGVGG
DGVAFLGTAPGGPGGAGGAGGLFGVGGAGCAGGIGLVGNGCAGE
SGGSALLWGDGGAGGAGGVGSTTGGAGGAGGNAGLLVGAGGAGG
AGALGCCATCVCCAGENGGTAGLLE

63,0% identity (79.0% similar) in 81 aa overlap (1-80:203-280)

Figure S1. Alignment of the sequence of the C-terminal region of the PGRS domain of PE_PGRS33,
PGII4, against the entire PGRS region, using the software LALIGN. Panels A, B, C show alignments
of PGII4 with PGII1, PGII2 and PGII3, respectively. Sequence cover of the four domains is given in
Panel D.



