Table S5: Primers used for SCAR-MLST and microsatellite typing

Lociincluded in the SCAR-MLST Primer name Primer sequence Reference Nucleotide Substitution model™®
F15 - Forward TAAgCTggAACAgCCAAgGCA This study
.v " _codi n " F15 - Reversed 9ggTAAgTgggTCgTAAgTAggA This study (A)
Fragment 15" - Non-coding region at supercontig 5 F15 - Long Forward CTCAATTTACCCTCACGAA This study K80 I+G
F15 - Long Reversed TgTgggAAAgTgAATCggAA This study
F32 - Forward AgTgATAgCTCCCATTCAgGCA This study
., " _codi " " F32 - Reversed gACTCTggTTAgAgggAACTgA This study (®)
Fragment 32" - Non-coding region at supercontig 4 F32 - Long Forward TATTGAGATCTGAGCTCCTCCCAA  This study HKY G
F32 - Long Reversed AgCATTTgCCTTgTAgTggCAA This study
" o : 9 " F34 - Forward CgATCCCAAgGTTCCTCCA This study ()
Fragment 34" - Putative glutamate carboxypeptidase gene at supercontig 1 F34 - Reversed AAGCTC 99oAgggTA This study K80 I+G
F54 - Forward CCTTggCTgggTCTTgACA This study
., " P . N F54 - Reversed TgTgCTgTCTgATTgggAgA This study ()
Fragment 54" - Partly sodium:inorganic phosphate symporter gene at supercontig 12 F54 - Long Forward TAGCCACACAgGTTGCTGA This study K80
F54 - Long Reversed CCTCTTCACCTTCAAACTTCCA This study
1GS1 - Forward CAgACgACTTgAATgggAACY Bovers et al., 2008
(0)
Inter-Genic Spacer (IGS1) IGS1 - Reversed . ATgCATAgAAAgGCTgTTgg Boyers et al., 2008 HKY G®
IGS1 - Forward (sequencing only) CTgCTggTgCTTgAgTTgCA This study
IGS1 - Reversed (sequencing only)  ATgCAACTCAAgCACCAgCA This study
Lociincluded in the extended 'Fraser & Byrnes' MLST Primer name Primer sequence Reference Nucleotide Substitution model®®
itvi (F)
CAP59 - Capsular Associated Protein JOHE14386 CCggAACTgACCACTTCATC Litvinseva et al., 2005 o HKY c®
JOHE14387 gCCCACTCAAGACACAACCT Litvinseva et al., 20057
(€)
GPD1 - Glyceraldehyde-3-Phosphate Dehydrogenase JOHE14408 CCACCgAACCCTTCTAggATA Fraseretal., 2005(5) HKY®
JOHE14409 CTTCTTggCACCTCCCTTgAg Fraser et al., 2005
F (F)
IGS1. - Inter-Genic Spacer region 1 JOHE14968 ATCCTTTgCAgACgACTTgA L!tv!nseva etal., 2005m HKY G®
JOHE14969 gTgATCAgTgCATTgCATgA Litvinseva et al., 2005
LACL - Laccase JOHE14970 AACATGTTCCCTgggCCTgTg Fraser etal., 2005‘? K80 G
JOHE14971 ATgAgAATTgAATCgCCTTgT Fraser et al., 2005
(E)
MPD1. - Mannitol-1-Phosphate Dehydrogenase JOHE14972 TgCCCTggATCCTAATGCTCT Fraser et al., 2005 . HKY G®
JOHE14973 ACCCAgACTgCCgCTgTCgTC Fraser et al., 2005
(E)
PLB1 - Phospholipase B JOHE14974 CTCTCATTgTTCgCCgCTACT Fraser et al., 2005 . K8o®
JOHE14975 ggAAgCCgAggTCTgATTTgg Fraser et al., 2005
(E)
TEF1 - Translation Elongation Factor sub-unit 1a JOIRIETHIENE RSN EEINES IREsEralel, 2005(5, GTR I
JOHE14977 9TAgTCggCgTAggTCTCAAC Fraser et al., 2005
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Microsatellite primers for Cryptococcus gattii AFLP6 Primer name (fluorescent label) Primer sequence Reference
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