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Introduction

« Cryptococcus neoformans is a fungal pathogen that is virulent in

doi:10.1371/journal.pcbi.1006790.

genomic curation (9).
» GenSAS utilizes Apollo, which generates computationally-

support the shortening of the untranslated region.

. . . e The GenSAS annotation plathrm has been pOpUIated with the Table 1. CapSijle Virulence Genes and Genomic Coordinates. LISted N the o Based on the transcriptome da’[a, the nine genes required
human_s (1, 14)_and can _be vaU!red In the environment through genome sequence, original sequence, and transcriptome (RNA table are the nine genes that were the focus of this study. The coordinates listed reannotations to their transcrint models. which were
Inhalation of soil contaminated with bird feces (12). - - . o are the chromosome and nucleotide region where each gene is located Pt ’ :

sequencing data) from three experiments: seven clinical | collapsed to form super-transcript models of possible

» There are three variants of C. neoformans: grubii, gatti, and Isolates e_md_one reference strain (E. McCIeIIand_, personal CNAG ldentification Coordinates Source translation pathways for each of those genes in order to

neoformans, with grubii being the most pathogenic to humans communication), an estrogen and reference strain (J. Tucker, | improve the accuracy of the gene models present within

(14). submitted), and an experiment with scytovirin and hormone- CAPG4 CNAG_02885 Chromosome 3, FungiDB GenSAS.

- . ' icati 530,546..532,814(-

« C. neoformans can cause Cryptococcal meningitis, resulting in treated strain (R. Mcteeters, personal communication). ) |

death if left untreated (5, 14, 15). Immunocompromised *  The new PASA algorithm has been used to improve their CAP59 CNAG_00721 Chromosome 1, FungiDB

Individuals are predominately affected by C. neoformans (1, 5, 14, genome coordinates (Table 1) found on gene information 1,878,927..1,881,469(+)

15). databases, such as FungibB. CAP10 CNAG_07554 Chromosome 3, FungiDB F utu re D i rect i o “s
» Capsule formation is one of the phenotypic factors that « The transcriptome data, consisting of the three experiments, 1,190,190..1,192,419(-)

contributes to C. neoformans’ virulence (11, 14). The large was used for reannotation and to compare with the C. 5 _ | |

capsule is composed of polysaccharides and protects C. neoformans var. grubii H99 genomic reference data present in CAP60 CNAG_00600 Chromosome 1, FungibB Further research is needed:

neoformans from its environment (17). GenSAS. 1,544,106..1,546,340(-) « This genomic evidence can then reconstruct RNA and protein
- At least nine genes are responsible for capsule formation in C. - Using these data, a super-transcript model was created for CMT1 CNAG_03158 Chromosome 8, FungiDB In silico using EXPASYy, a bioinformatics tool.

neoformans (Table 1) (3, 4,5, 6, 8, 10, 11, 13, 16, 18) each of the genes USing neWIy prediCted CompUtati()nal models 12111670214;236(-'_) « SMART and pfam protein databases can be used to search
-« Despite growing knowledge about the biology of this pathogenic |torOV|de_dtby P’Aasf‘ atncidanai_lyss of sptecn‘lc seguzncmg_ t CAS1 CNAG_ 07937 Chromosome 13, FungiDB for protein domains in new isoforms allowing for functional

fungus, few genomic-level resources, other than a sequenced brgrn dsecrr;p a(t)lig?naftiivae ggli(?izgljfyaicclcggiloreoii)ﬁg Qte (::arelgi’rilgtig)nn 452,065..455,631(-) predictions.

ag@i\elgicl)ari;Ieeand a computationally predicted gene set, are currently starts and stops (Figure 2) CAS3 CNAG 03644 Chromosome 2. FungiDB

' 1:423,088..425,925(+)
P a. b. CAC1 CNAG_03202 Chromosome 8, FungiDB
urpose - — — 329,991..338,255(-)
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