Table S4. List of the genes in Subgroup A

* 61 genes
Expression Ratio
Systematic Gene name Description (GeneDB) Description (FunCat2) (gaf1A, +N) (WT, -N) (gaf1A, -N)
[ (WT, +N) [ (WT, +N) [/ (gaf1A, +N)

SPBC947.05c ferric-chelate reductase (predicted) 53.02 1.46 0.54
SPAC1F7.08 fiol iron transport multicopper oxidase Fiol iron transport multicopper oxidase Fiol 16.51 0.79 0.88
SPAC1F7.07c fipl iron permease Fipl iron permease Fipl 15.96 0.99 0.95
SPBCPT2R1.08c tth2 RecQ type DNA helicase Tlhl 10.69 1.39 0.81
SPAC4G8.15¢ dubious 8.70 0.60 0.59
SPAC8E11.06 sequence orphan sequence orphan 4.46 1.41 0.59
SPAC212.02 sequence orphan sequence orphan 4.41 1.43 0.03
SPAC8C9.12¢ iron ion transporter (predicted) iron ion transporter (predicted) 3.48 0.41 0.62
SPAC22F8.03c sequence orphan sequence orphan 3.12 1.00 0.36
SPCC330.03c NADPH-hemoprotein reductase NADPH-hemoprotein reductase 2.97 1.44 0.39
SPBC27B12.03c lathosterol oxidase (predicted) 2.76 0.86 0.70
SPAC869.05¢ sulfate transporter (predicted) sulfate transporter (predicted) 2.72 1.19 0.88
SPBC1711.14 recl5 meiotic recombination protein Rec15 2.69 1.01 0.75
SPBC12C2.14c dubious 2.45 0.82 0.89
SPBC16E9.01c php4 CCAAT-binding factor complex subunit 2.45 0.86 1.00

Php4
SPBC4F6.09 strl siderophore-iron transporter Strl 2.42 1.42 1.09
SPAC343.07 mug28 RNA-binding protein Mug28 RNA-binding protein Mug28 241 0.19 0.83
SPAC212.09c pseudogene pseudogene 2.35 1.11 0.88
SPCC13B11.02¢c sequence orphan sequence orphan 2.30 0.97 0.26
SPBC428.07 meu6 meiotic chromosome segregation protein  meiotic chromosome segregation protein 2.18 0.67 0.61

Meu6 Meu6
SPAC5H10.07 sequence orphan sequence orphan 2.16 0.89 0.24
SPBPJ4664.01 dpsl decaprenyl diphosphate synthase subunit 2.16 1.44 1.49

Dpsl
SPBC1271.06¢c mug96 sequence orphan sequence orphan 2.14 0.49 0.16
SPBC83.19c sequence orphan 2.13 0.58 1.45
SPAC6B12.16 meu26 conserved fungal protein conserved fungal protein 1.99 1.46 0.69
SPBC216.02 mcp5 cortical anchoring factor for dynein 1.99 1.33 1.11

Mcp5/Numl
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