DRAWINGS

FIG. 1

Primer Information

NS1 5 (GTAGIC ATATGC TTG TCT €8
SEQNe.3 = NS85 (TCC GCAGGT TCACCT ACG GA} ¥

NS5 (GTAGTCATATEC TIGTCT ) 8
NS85 (TCCGCAGGT TCACCTACG GAY B

Aspergiilus
oryzae

| XR_002735719.1 1799 67 1720 91 3048 00  1653/1654 99

Eukaryota | : Aspergillus Aspergillus oryzae

L wemeeeeeneses fgpergilius oryeae{gh R 002735718)
: ---=-= Repergillus sp [giKTos5264]

I u«nug ***** ﬁgp&rgmi}s,5wag§{gi§&?ﬂﬂ?1733
«««««««« Brmnmn e Bl oryEIel gl HMOBA50L)
s . < Aspergius flaveslgh D63636)
,,,,,,,, l sapergilue parasiticusiqi:ne2693)

Kepergillus flavuelgh GUI53210)
[ : S — hapergillus sp.(giKU350748]

Aspergifius sp (gihHMRI0ERE)
1i00-3-Ladid cenlig 1
Lspergilus sojas{gikF175513)

1/3



FIG. 2

E sample Name

 1100-Liquid-NorBCypA

E Analysis Report

66?()391459@747

B contig Sequence (SEQ ID No.4)

GCCOAGECTC T TGETCCACCARACAACATCAGGEGRAAT ATCCACCCTTC6GCGGCCCCTEAGCARACATCGARCCACTGAGAALGETATGCGGARR

TCCAGGATCGAACTCATATGCATTCTCTATTGTGTTCALLLul;LATLL&LLAETGAAALuLuLACRGCGGGCTCCAEGCCCATGAGATGCTCGAC
TTTGCGGGCTCCAAC&ATGGGAAACACATATGGGGT”TTCTGCACCAC%EACGLLA&L&LLALLLhLABABLuuLLALLBCCATCAAGCACA&TCA‘

CCATCGGCTGCGACGAGGRATCATCAAGTCE

§ BlastN Report

* Aspergiltus oryzae DNA, aflatoxin biosynthe

[AB196490:1 ;-

163 |

“gene cluster, complete sequence, strain: RIB40 | 1 1

I 310 Aspérpillus oryzae DNA, Corepeat region ABXS‘BGS:I 3819 19871 584 316 3e- | 318 319 99
) N ) ) 163

I | 319 Aspergillus oryzae RIB40 DNA, SC026 APQOTISO | 2324 1634 S84 316 Se- | 318 319 09
132 1 7 163

1 319 Aspergillus flavus isolate AF70 aflatoxin AYST0453.11 7582 28¢ 579 313 | %e- | 3170 3190 o
Dbiosynthesis gene chister, complete'sequence 9 161

1 | 31¢ Aspergillus flavus isolate AF36 aflatoxin AYS10455.1 7826 2553 1 2871 573 310 | le- | 316 319 o
- biosynthesis gene cluster, complete sequence 4 159
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FIG. 3

I sample Name

_Sample Name

- 1100-Liquid-afiR

B Analysis Report

~ Read Length (Q16) Read Length (Q20) ~ GC Content
843 843 $8.27664300092071
845 844 58 35204117647050
841 841 58.62884160756501

I Contig Sequence (SEQ ID No.5)

ACARRACAGTACTCAACGCCTICATGCTCATACCCAGGLCCACACTCATGCTCATTCTCATCCECAACCGCATCCACAATCTCATCCICARTCGAAT
CAACCACCACACGCTICTGLCCACCCCRAATGGTAGCAGTAGLGTCTICCGLCATCITTICTCATCAGAGTCCGUCGLCACCCETGGAGACCCAGGGT

L 4k
ARCCATGUCGATTICTTGGUCGAGTUGACGGGEAGTCITTICGACGCGTITTTGEGAAGTAGGGACCCCCATGATCGACCCHITCCTCGAGTICEECC
CCACTACCACCGTTICAGGUGUGCTATIGUTGCTTTTCGCTAGCACTACARRCACTGACCCACCTCTICCUCCACGUCCCGCTGHEUIGTCAACTA
CGGCTGACGGACGGTGAGGACAGT TCGTACARCCTGATGACGACTGATATGGTCATCTCGGGGARCAAGAGEGCTACCGATGCGGTCCGGAAGATC
CICGGGTIGTICGTGCGCGCAGGATGGCTACTTGCTGAGCATGGTCGTCCTTATCGTTCICAAGGTGCTGGCATCGTATGCTGCGGLAGCAGGTALCC
CAGTEGTACCICAACGECCGCGAGTGGAGARACCARCAGTGECAGCTGTAGCAACAGTCCCGCCACCETGICCAGTEECTETCTGACGGRAGAGLGEE
GIGCTGCACCTCCCTAGTATGGIGGGUGAGGATTIGTGIGGAT GAGGAAGACCAGCCGCGAGTGECGGCACAGCTTGTITCTGAGCGARACTGCACCGA

GGAGATCTGECTGETCAGGAGCARAGCACCCTIGTCITCCCTARCAGTCGATTCGEARTTICGGGEGCTCGTIGCAGTCAATGGAACALGGA

GICCAGTCGCTGETGAAC

g BlastN Report

. Basube. D oo . Idenrities

art End Description _ AC leng Start End Bit Rav EV Martc Tomal P

3 882 A.spergzims oryzae isolate NRRL 27027 KM262003. 1658 1490 1616 875 00 880 882 o9
aflatoxin regulatory protein (2fIR) gene, 2
complete cds :

2 882 Aspergillus oryzae gene fm'aﬂatamregﬂarw ABS69066.1 2074 1025 1006 1616 875 00 880 882 g0
protein complete cds, strain: RIB 1203

2 882 Aspergillus oryzae gene for aflatoxin regulatory  ABS69043.1 2074 1025 1906 1616 875 00 880 882 1Y
:pz‘oteifx complete cds, strain: RIB 1027 I

2 881 Aspergillus Esm for aﬂatomrcgmawsy ABS560086.1 2074 1025 1906 1616 875 00 880 882 oo
protein, complete c©

2 882 Aspergillus flavus parial aﬁRgeuefer AFLR. FN398162.1 1079 153 1034 1616 875 00 830 882 9%
S TTEN s085
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