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Aspergillus fumigatus 9763 9994 2.3 2814 28.2 303 3 2406 24.1 26 0.3 79 0.8 183 2.9
Aspergillus oryzae 12023 12725 5.5 4673 36.7 1097 8.6 2864 22.5 276 2.2 436 3.4 843 11.9
S d at IGI | ted f ASDGD Aspergillus clavatus 9121 9209 1 1629 17.7 156 1.7 1376 14.9 22 0.2 75 0.8 92 1.6
eguencec a mporied rom Asp Aspergillus flavus 12603 13234 4.8 4566 34.5 423 3.2 3366 25.4 685 5.2 92 0.7 622 8.4
Aspergillus acidus (formerly foetidus) Aspergillus clavatus NRRL 1 Aspergillus terreus 10403 10930 4.8 4341 39.7 465 4.3 3515 32.2 292 2.7 69 0.6 618 9.6
Asperg|”us aculeatus ATCC16872 Asperg|”us flavus NRRL 3557 Neosartorya fischerii 10405 10759 3.3 2221 20.6 403 3.7 1717 16 38 0.4 63 0.6 285 4.4
: . : : Aspergillus brasiliensis 12998 13036 0.3 1814 13.9 134 1 1448 11.1 111 0.9 121 0.9 115 1.5
Aspergillus brasiliensis CBS 101740 Aspergillus fumigatus Af293 Aspergillus acidus 13529 13538 0.1 1986 14.7 128 0.9 1545 11.4 161 1.2 152 1.1 118 1.6
Aspergillus carbonarius ITEM 5010 Aspergillus nidulans Aspergillus glaucus 11276 11295 0.2 1755 15.5 127 1.1 1357 12 146 1.3 125 1.1 104 1.7
Aspergillus glaucus CBS 516.65 Aspergillus niger Aspergillus sydowii 13619 13674 0.4 2525 18.5 130 1 2028 14.8 241 1.8 126 0.9 171 2.1
Aspergillus sydowii Aspergillus oryzae RIB40 ASperg!Ilus tublr_lgenSIS 12322 12379 0.5 2024 16.4 151 1.2 1568 12.7 175 1.4 130 1.1 117 1.6
_ _ _ _ Aspergillus versicolor 13228 13298 0.5 2122 16 91 0.7 1668 12.5 269 2 94 0.7 146 1.8
Aspergillus tubingensis CBS 134.48 Aspergillus terreus NIH 2624 Aspergillus wentii 12442 12428 0.1 1796 14.5 75 0.6 1430 11.5 179 1.4 112 0.9 114 1.5
Aspergillus versicolor Neosartorya fischeri NRRL 181 Aspergillus zonatus 11362 11304 -0.5 1740 15.4 39 0.3 1416 12.5 163 1.4 122 1.1 69 0.9
Aspergillus wentii DTO 134E9 Eur(_)t_lu_m herbariorum 10074 10158 0.8 1707 16.8 163 1.6 1325 13 121 1.2 o8 1 124 2.1
_ Penicillium chrysogenum 11395 11469 0.6 2029 17.7 117 1 1823 15.9 38 0.3 51 0.4 112 1.7
Aspergillus zonatus Thermoascus aurantiacus 8798 8944 1.6 1565 17.5 157 1.8 1337 14.9 42 0.5 29 0.3 164 3.1
Eurotium herbariorum Aspergillus aculeatus 10828 11026 1.8 2289 20.8 201 1.8 1993 18.1 66 0.6 29 0.3 217 3.2
Monascus ruber NRRL 1597 Aspergillus carbonarius 11624 12046 3.5 2478 20.6 474 3.9 1865 15.5 62 0.5 77 0.6 343 4.8
penicilli h htto:// d y Aspergillus nidulans 10653 10683 0.3 2585 24.2 114 1.1 2352 22 32 0.3 87 0.8 140 2.1
eniciiim chrysogentm p-//WWW.aspgd.org Aspergillus niger 11189 11958 6.4 5038 42.1 800 6.7 4001 33.5 150 1.3 87 0.7 465 6.6
Total 239655 244087 1.8 53697 22 5748 2.4 42400 17.4 3295 1.3 2254 0.9 5162 3.6
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