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Operon Candida albicans A_hig_ ;LIMÿ Ojal[^_ M_n 
Version 1.1

Operon is pleased to announce the availability of an upgrade set to supplement the Candida albicans A_hig_ ;LIMÿ 
(version 1.1) product line for microarray manufacture. The upgrade set was designed based on a consolidated data-
set of both manually-curated and automatically-predicted gene sequences from C. albicans Genome Assembly 19. 
Nb_ ojal[^_ m_n cm chn_h^_^ ni ]ip_l nb_ h_qfs)^_`ch_^ a_h_ mj[]_( qbc]b b[mhón \__h g[jj_^ \s nb_ jli\_m i` nb_ 
C. albicans Genome AROS (version 1.1). The same design principles and selection criteria were implemented for the 
upgrade set as done for the C. albicans ;LIMÿ $p_lmcih -*-%* Nb_ ojal[^_ m_n ]ihmcmnm i` -(215 jli\_m* 

Release date: February, 2006 

I. The sequence sources The human-curated gene sequences of C. albicans genome were published by Braun and 
]iqile_lm $<l[oh _n* [f*( .,,1%( [h^ [l_ []]_mmc\f_ [n nb_ q_\mcn_ i` nb_ C. albicans Annotation Work Group (http://
candida.bri.nrc.ca/candida/index.cfm). The C. albicans genome assemblies, sequence data and annotations were 
obtained from the C. albicans Genome Database (http://www.candidagenome.org). The gene sequences and anno-
tations of C. albicans gcni]bih^lc[f a_hig_ q_l_ []kocl_^ `lig nb_ A_h\[he []]_mmcih H=Y,,.21/ $AC6-.141121%( 
which is accessible at the website of National Center of Biotechnology Information (http://www.ncbi.nih.gov). 

II. The design and selection criteria: Once an ORF or gene of the C. albicans genome or its mitochondrial genome 
was mapped out for the probe design, a pool of 70-mer candidates were generated for each sequence, and screened 
with an optimal set of parameters as illustrated in Table 1.

Table 1: Probe selection criteria

Criteria Value

Probe length (bases) 70

Melting temperature (Tm °C) 3/ © 1

G[rcg[f ^cmn[h]_ `lig nb_ /ó _h^ $\[m_m% Ò 1000

Poly(N) tract length (bases) Ò 4

Hairpin stem length (bases) Ò 9

Simple repeats Pre-set

Cross-hybridization to all other sequences (identity %) Ò 70%

Contiguous base match to other sequence (bases) Ò 20

Notes and explanations: 

° The melting temperature was calculated using the following formula:
Tm 8 4-*1 ' -2*2 r fiaUH['W ' 0- r $ĚA ' Ě=%+f_hanb ð 1,,+f_hanb qb_l_ UH['W 8 ,*- G [h^ f_hanb 8 Ě; ' Ě= ' ĚA ' ĚN

° Poly (N) tract is defined as the contiguous single nucleotide repeat within the sequence. 

° A normalized score for simple repeat was assigned to each oligo based on the number of repeats. Oligos with 
more repeats having a normalized score greater than a certain threshold were filtered out. 

° The cross hybridization score was calculated by the NCBI BLAST program in the following way. A specific oligo 
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was blasted against the sequence database for all detectable alignments. The highest scoring non-self sequence, 
defined as the sequence that yields the most matched bases with the oligo except itself, was computed for a BLAST 
score (identity %). This BLAST score (identity %) was referred to as the cross-hybridization score. The calculated 
BLAST score (identity %) is dependent on the size of the sequence database, oligo sequence, and the use of gapped 
or no-gap alignment option. 

III. The characteristics of C. albicans AROS upgrade set (version 1.1) 

The following figures illustrate characteristics of Tm( A= ]ihn_hn( ^cmn[h]_m `lig /ó _h^( b[cljch mn_g f_hanb( [h^ 
]limm)bs\lc^ct[ncih m]il_ i` -(215 jli\_m ch nb_ ojal[^_ m_n*

Figure 1. Melting Temperature (Tm)




