Supporting information
[bookmark: _Hlk180153894][bookmark: _Hlk101952709]Promoter engineering with programmable upstream activating sequences in Aspergillus niger cell factory  
[bookmark: _Hlk506321854]Xiaomei Zheng1,2,3,4, Yuting Guo1,2,4, Meiling Chen1,2,5, Yudan Lu1,2,4, Yimou Du1,2,4, Yu Lei1, 4, Ping Zheng1,2,3,4*, Jibin Sun1,2,3,4*
[bookmark: OLE_LINK14]1 Tianjin Institute of Industrial Biotechnology, Chinese Academy of Sciences, Tianjin 300308, China 
2 National Center of Technology Innovation for Synthetic Biology, Tianjin 300308, China
3 University of Chinese Academy of Sciences, Beijing 100049 China
4 College of Biotechnology, Tianjin University of Science & Technology, Tianjin, 300457, China
5 School of Biotechnology, East China University of Science and Technology, Shanghai 200237, China 
*Correspondence:
Ping Zheng, Tel: +86-22-84861945, Fax: +86-22-84861943 E-mail: zheng_p@tib.cas.cn,
Jibin Sun, Tel: +86-22-84861949, Fax: +86-22-84861943 E-mail: sun_jb@tib.cas.cn,
E-mail addresses:
Xiaomei Zheng: zheng_xm@tib.cas.cn; Yuting Guo: guoyt@tib.cas.cn; Meiling Chen: chenml@tib.cas.cn; Yudan Lu: luyd@tib.cas.cn; Yimou Du: duym@tib.cas.cn; Yu Lei: lei_y@tib.cas.cn; Ping Zheng: zheng_p@tib.cas.cn; Jibin Sun: sun_jb@tib.cas.cn

[bookmark: _Hlk91160076]Figure S1
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[bookmark: _Hlk100217028][bookmark: _Hlk103764085][bookmark: _Hlk103007387][bookmark: _Hlk102662158]Figure S1. Flow cytometry scatter plots of the reporting mutants with the synthetic promoters containing different UAS elements. The 100,000 spores of the strains D353.8, YT1, YT2 (A) and YT3, YT4 (B) were analyzed by flow cytometry. The percentage of spores with mCherry-log-Height (higher than 103) marked with the black boxes, was used to compare constructs expressing mCherry-pyrG controlled by different promoters. The number below the black box represents percentage of spores with the fluorescence (mCherry-log-Height) higher than 103. A. niger YT1 with the promoter of PgpdA was used as a positive control, while the parent strain D353.8 was used as a negative control. A. niger YT2, YT3, and YT4 represented the fluorescence reporting strains containing the synthetic promoters with UASa, UASb, and UASc, respectively.

Figure S2
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[bookmark: _Hlk184636175]Figure S2. Construction of tandem UASa and UASb elements by PCR amplification.
(A) Schematic diagram of the construction of tandem UAS elements. For the first round of PCR, the complementary sequences were designed between the forward and reverse primers, to generate tandem UAS elements by self-annealing and amplification. The first round of PCR products was used as the templates for the second round of PCR, to generate the DNA fragments with homologous arms for homologous recombination with the reporting plasmid backbone. (B) PCR products of tandem UASa and UASb elements with different copies. (C) PCR verification of the synthetic promoters reporting plasmids with different copies of the UASa and UASb elements. The copy number was represented by c1-c11, respectively.

[bookmark: _Hlk184815329][bookmark: _Hlk184657825]Figure S3
[bookmark: _Hlk184717277][image: ]
[bookmark: _Hlk184642674]Figure S3. Constructs expressing mCherry-pyrG controlled by the synthetic promoters with the UASa and UASb repeats. (A) Schematic diagram of the constructs expressing mCherry-pyrG controlled by synthetic promoters. Two DNA double-strand breaks (DSBs) at the flanking sequences of the agdA gene were generated by Cas9 under the guide of two sgRNAs, and then were repaired by homologous recombination with the integration of donor DNAs containing the mCherry-pyrG expression cassettes driven by the synthetic promoters with the UASa and UASb elements. (B-C) Diagnostic PCR analysis of primary transformants with fluorescence of the constructs YT2, YT5 to YT20 expressing mCherry-pyrG controlled by synthetic promoters. When the donor DNAs harboring Psyn::mCherry-pyrG expressing cassettes were correctly integrated into the agdA locus, the expected sizes of PCR products of YT2, YT5 to YT12 with the primers of agdA-F/mCherry-i-R were 998, 1068, 1138, 1208, 1278, 1348, 1418, 1488, 1558-bp, respectively. Correspondingly, the PCR products of YT3, YT13 to YT20 have with the same sizes of YT2, YT5 to YT12, when harboring the same copies of the UAS elements.The parent strain D353.8 was used as negative control, which was represented as “NC” in each electrophoretogram. 
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Figure S4
[bookmark: _Hlk184815397][image: ]
[bookmark: _Hlk184717166]Figure S4. Representative fluorescence images in mycelial pellets of the constructs expressing mCherry-pyrG controlled by synthetic promoters with the UASa (A) and UASb (B) elements. The white bar represents 100 μm. The D353.8 and YT1 with the PgpdA promoter were used as the control.

Figure S5
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[bookmark: _Hlk187051399]Figure S5. Constructs expressing mCherry-pyrG controlled by the synthetic promoters with the UASb repeats and different core promoter elements of PpkiA and PcitA. (A) Schematic diagram of the constructs expressing mCherry-pyrG controlled by synthetic promoters. Two DNA double-strand breaks (DSBs) at the flanking sequences of the agdA gene were generated by Cas9 under the guide of two sgRNAs, and then were repaired by homologous recombination with the integration of donor DNAs containing the mCherry-pyrG expression cassettes driven by the synthetic promoters with the UASb elements and the core elements of PpkiA and PcitA. (B) Diagnostic PCR analysis of primary transformants with fluorescence of the constructs YT21 to YT28 expressing mCherry-pyrG controlled by synthetic promoters. When the donor DNAs harboring Psyn::mCherry-pyrG expressing cassettes were correctly integrated into the agdA locus, the expected sizes of PCR products of YT21 to YT28 with the primers of agdA-F/mCherry-i-R were 1397, 1467, 1537, 1607, 1310, 1380, 1450, 1520-bp, respectively. The parent strain D353.8 was used as negative control, which was represented as “NC” in each electrophoretogram. (C) Representative fluorescence images in mycelial pellets of the constructs expressing mCherry-pyrG controlled by the corresponding synthetic promoters. The white bar represents 100 μm. The YT21 and YT25 with the promoters PpkiA and PcitA were used as the control. 

Figure S6
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[bookmark: _Hlk187051440]Figure S6. Construction of hybrid UASa and UASb elements by PCR amplification.
(A) Schematic diagram of the construction of hybrid UAS elements. For the first round of PCR, the complementary sequences were designed between the forward and reverse primers UASab-F/UASab-R, to generate hybrid UAS elements by self-annealing and amplification. The first round of PCR products was used as the templates for the second round of PCR, to generate the DNA fragments with homologous arms for homologous recombination with the reporting plasmid backbone. (B) PCR verification of the synthetic promoters reporting plasmids with hybrid UASa and UASb elements. The details of the hybrid UAS elements are listed above the gel.

Figure S7
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[bookmark: _Hlk187051460]Figure S7. Constructs expressing mCherry-pyrG controlled by the synthetic promoters with the hybrid UASa and UASb elements. (A) Schematic diagram of the constructs expressing mCherry-pyrG controlled by synthetic promoters. Two DNA double-strand breaks (DSBs) at the flanking sequences of the agdA gene were generated by Cas9 under the guide of two sgRNAs, and then were repaired by homologous recombination with the integration of donor DNAs containing the mCherry-pyrG expression cassettes driven by the synthetic promoters with the hybrid UASa and UASb elements. (B) Diagnostic PCR analysis of primary transformants with fluorescence of the constructs YT29 to YT35 expressing mCherry-pyrG controlled by synthetic promoters. When the donor DNAs harboring Psyn::mCherry-pyrG expressing cassettes were correctly integrated into the agdA locus, the expected sizes of PCR products of YT29 to YT35 with the primers of agdA-F/mCherry-i-R were 1068, 1138, 1208, 1208, 1138, 1208, 1348-bp, respectively. The parent strain D353.8 was used as negative control, which was represented as “NC” in each electrophoretogram. (C) Representative fluorescence images in mycelial pellets of the constructs expressing mCherry-pyrG controlled by the corresponding synthetic promoters. The white bar represents 100 μm. The YT1 with the PgpdA promoter was used as the control. 

[bookmark: _Hlk184815538]Figure S8
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[bookmark: _Hlk187051481][bookmark: _Hlk184644496]Figure S8. Constructs overexpressing cexA controlled by the synthetic promoters with the UASa and UASb elements. (A) Schematic diagram of the constructs expressing cexA controlled by synthetic promoters. Two DNA double-strand breaks (DSBs) at the flanking sequences of the agdA gene were generated by Cas9 under the guide of two sgRNAs, and then were repaired by homologous recombination with the integration of donor DNAs containing the cexA expression cassette. (B) Diagnostic PCR analysis of primary transformants with fluorescence of the constructs XMD10 to XMD26 expressing cexA controlled by synthetic promoters. When the donor DNAs harboring Psyn::cexA::mCherry-pyrG expressing cassettes were correctly integrated into the agdA locus, the expected sizes of PCR products of XMD10 to XMD26 with the primers of agdA-F/cex-i-R were 863, 1143, 1213, 1283, 1353, 863, 933, 1143, 1213, 1283, 1353, 933, 1003, 1143, 933, 1143, 1283-bp, respectively. The parent strain D353.8 was used as negative control, which was represented as “NC” in each electrophoretogram. (C) Representative fluorescence images in mycelial pellets of the constructs expressing mCherry-pyrG controlled by the corresponding synthetic promoters.



Figure S9
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[bookmark: _Hlk187051519]Figure S9. The multiple sequence alignment of DNA sequences of the synthesized UASc isolates. The PAnglaA-T21 represented the CCAAT-containing sequence in the PglaA promoter of A. niger T21. The PAnglaA represented the UASc element in the PglaA promoter in A. niger D353.8. UASc-1 to UASc-6 represented the synthesized UASc isolates. Region IIIa and Region IIIb represented the conserved sequences of the PglaA promoters.

[bookmark: _Hlk100758760][bookmark: _Hlk184220407][bookmark: _Hlk184286893][bookmark: OLE_LINK16][bookmark: OLE_LINK17]Table S1. Strains used in the study.
	Name
	Genotype
	Reference

	D353.8
	kusA::hph, pyrG::hph, hygR
	[1]

	YT1
	kusA::hph, pyrG::hph, agdA::PgpdA-mCherry-AnpyrG, hygR
	This study

	YT2
	kusA::hph, pyrG::hph, agdA::UASa1-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT3
	kusA::hph, pyrG::hph, agdA::UASb1-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT4
	kusA::hph, pyrG::hph, agdA::UASc1-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT5
	kusA::hph, pyrG::hph, agdA::UASa2-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT6
	kusA::hph, pyrG::hph, agdA::UASa3-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT7
	kusA::hph, pyrG::hph, agdA::UASa4-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT8
	kusA::hph, pyrG::hph, agdA::UASa5-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT9
	kusA::hph, pyrG::hph, agdA::UASa6-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT10
	kusA::hph, pyrG::hph, agdA::UASa7-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT11
	kusA::hph, pyrG::hph, agdA::UASa9-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT12
	kusA::hph, pyrG::hph, agdA::UASa11-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT13
	kusA::hph, pyrG::hph, agdA::UASb2-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT14
	kusA::hph, pyrG::hph, agdA::UASb3-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT15
	kusA::hph, pyrG::hph, agdA::UASb4-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT16
	kusA::hph, pyrG::hph, agdA::UASb5-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT17
	kusA::hph, pyrG::hph, agdA::UASb6-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT18
	kusA::hph, pyrG::hph, agdA::UASb7-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT19
	kusA::hph, pyrG::hph, agdA::UASb9-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT20
	kusA::hph, pyrG::hph, agdA::UASb11-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT21
	kusA::hph, pyrG::hph, agdA:: PpkiA-mCherry-AnpyrG, hygR
	This study

	[bookmark: _Hlk90643933]YT22
	kusA::hph, pyrG::hph, agdA::UASb1-PpkiA-mCherry-AnpyrG, hygR
	This study

	YT23
	kusA::hph, pyrG::hph, agdA::UASb2-PpkiA-mCherry-AnpyrG, hygR
	This study

	YT24
	kusA::hph, pyrG::hph, agdA::UASb4-PpkiA-mCherry-AnpyrG, hygR
	This study

	YT25
	kusA::hph, pyrG::hph, agdA::PcitA-mCherry-AnpyrG, hygR
	This study

	YT26
	kusA::hph, pyrG::hph, agdA::UASb1-PcitA-mCherry-AnpyrG, hygR
	This study

	YT27
	kusA::hph, pyrG::hph, agdA::UASb2-PcitA-mCherry-AnpyrG, hygR
	This study

	YT28
	kusA::hph, pyrG::hph, agdA::UASb4-PcitA-mCherry-AnpyrG, hygR
	This study

	[bookmark: _Hlk90647229]YT29
	kusA::hph, pyrG::hph, agdA::UASa1b1-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT30
	kusA::hph, pyrG::hph, agdA::UASa1b2-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT31
	kusA::hph, pyrG::hph, agdA::UASa1b3-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT32
	kusA::hph, pyrG::hph, agdA::UASa2b2-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT33
	kusA::hph, pyrG::hph, agdA::UASb1a1-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT34
	kusA::hph, pyrG::hph, agdA::UASb2a2-PgpdA-mCherry-AnpyrG, hygR
	This study

	YT35
	kusA::hph, pyrG::hph, agdA::UASb3a3-PgpdA-mCherry-AnpyrG, hygR
	This study

	XMD9
	kusA::hph, pyrG::hph, agdA::PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD10
	kusA::hph, pyrG::hph, agdA::UASa1-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD11
	kusA::hph, pyrG::hph, agdA::UASa4-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD12
	kusA::hph, pyrG::hph, agdA::UASa5-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD13
	kusA::hph, pyrG::hph, agdA::UASa6-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD14
	kusA::hph, pyrG::hph, agdA::UASa11-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD15
	kusA::hph, pyrG::hph, agdA::UASb1-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD16
	kusA::hph, pyrG::hph, agdA::UASb2-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD17
	kusA::hph, pyrG::hph, agdA::UASb4-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD18
	kusA::hph, pyrG::hph, agdA::UASb5-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD19
	kusA::hph, pyrG::hph, agdA::UASb6-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD20
	kusA::hph, pyrG::hph, agdA::UASb11-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD21
	kusA::hph, pyrG::hph, agdA::UASa1b1-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD22
	kusA::hph, pyrG::hph, agdA::UASa1b2-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD23
	kusA::hph, pyrG::hph, agdA::UASa1b3-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD24
	kusA::hph, pyrG::hph, agdA::UASb1a1-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD25
	kusA::hph, pyrG::hph, agdA::UASb2a2-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study

	XMD26
	kusA::hph, pyrG::hph, agdA::UASb3a3-PgpdA-cexA-P2A-mCherry-AnpyrG, hygR
	This study




Table S2. Plasmids used in this study.
	[bookmark: _Hlk184215666]Name
	Description
	Reference

	pCas9-AnpyrG
	PglaA::nls-Cas9-nls::TglaA, pyrGR
	[1]

	psgRNA6.1
	P5S rRNA::sgRNA::Tpoly(T)6
	[2]

	psgRNA6.18
	P5S rRNA::agdA-sgRNA1::Tpoly(T)6
	[3]

	psgRNA6.19
	P5S rRNA::agdA-sgRNA2::Tpoly(T)6
	[3]

	pYDD2
	PAnggpdA::mcherry-pyrG::TtrpC
	[3]

	pYT1
	PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT2
	UASa1-PgpdA::mcherry-pyrG::TtrpC
	[bookmark: OLE_LINK1]This study

	pYT3
	UASb1-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT4
	UASc1-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT5
	UASa2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT6
	UASa3-PgpdA::mcherry-pyrG::TtrpC
	This study

	[bookmark: _Hlk184215557]pYT7
	UASa4-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT8
	UASa5-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT9
	UASa6-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT10
	UASa7-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT11
	UASa9-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT12
	UASa11-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT13
	UASb2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT14
	UASb3-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT15
	UASb4-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT16
	UASb5-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT17
	UASb6-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT18
	UASb7-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT19
	UASb9-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT20
	UASb11-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT21
	PpkiA::mcherry-pyrG::TtrpC
	This study

	pYT22
	UASb1-PpkiA::mcherry-pyrG::TtrpC
	This study

	pYT23
	UASb2-PpkiA::mcherry-pyrG::TtrpC
	This study

	pYT24
	UASb4-PpkiA::mcherry-pyrG::TtrpC
	This study

	pYT25
	PcitA::mcherry-pyrG::TtrpC
	This study

	pYT26
	UASb1-PcitA::mcherry-pyrG::TtrpC
	This study

	pYT27
	UASb2-PcitA::mcherry-pyrG::TtrpC
	This study

	pYT28
	UASb4-PcitA::mcherry-pyrG::TtrpC
	This study

	pYT29
	UASa1b2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT30
	UASa1b2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT31
	UASa1b3-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT32
	UASa2b2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT33
	UASb1a1-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT34
	UASb2a2-PgpdA::mcherry-pyrG::TtrpC
	This study

	pYT35
	UASb3a3-PgpdA::mcherry-pyrG::TtrpC
	This study

	pXM10
	UASa1-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM11
	UASa4-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM12
	UASa5-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM13
	UASa6-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM14
	UASa11-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM15
	UASb1-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM16
	UASb2-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM17
	UASb4-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM18
	UASb5-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM19
	UASb6-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM20
	UASb11-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM21
	UASa1b1-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM22
	UASa1b2-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM23
	UASa1b3-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM24
	UASb1a1-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM25
	UASb2a2-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study

	pXM26
	UAS b3a3-PgpdA-cexA-P2A::mcherry-pyrG::TtrpC
	This study


[bookmark: _Hlk100758772]

[bookmark: _Hlk90643500]Table S3. Protospacers used in this study.
	Name
	Protospacer Sequence (5' to 3') a
	PAM

	AgdA-sgRNA1
	ACTTCACCATGGCTCGCTTA
	AGG

	AgdA-sgRNA2
	ATGGGCGGAAAACTGGGTAT
	TGG


Note: a, sgRNA target sequences were predicted by a software package sgRNAcas91 (https://sourceforge.net/projects/sgrnacas9/). sgRNAcas9 enables the fast design of sgRNA target sequences with minimized off-target effects by predicting the genome-wide Cas9 potential off-target cleavage sites (POT). The criteria for selection of efficient sgRNAs were instituted: (1) G/C content between 40% and 60%; (2) no more than 1 POT sites; (3) no more than 4 continuous T nucleotides (4,6 nucleotide poly (T) tract acts as a termination signal for RNA pol III), or other homopolymer sequences (more than 5 continuous A or C or G, more than 6 dinucleotide or trinucleotide repeats); (4) no BbsI restriction site.

[bookmark: _Hlk100758782]Table S4. Primers used in this study.
	Primer name
	Primer Sequence (5' to 3')

	Primers to construct mCherry-pyrG fused reporter plasmids 

	UASa-F1
	GAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGTCTCGAG
ATCGTAGGAGTGAGTACCCGGC

	UASa-R1
	AGTGGAAATTAATCCCTTTAAATTTCCGCCCCTAGTCACTCTGGAGGGTGGCT
AGCGTCATAGCTGTTTCCTG

	UASb-F1
	CTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTGCTCG
AGATCGTAGGAGTGAGTAC

	UASb-R1
	TCTCATCCCGATAAATGACCGAGACCCCCTCAGTTCGGGCTTCGGCTAGCGT
CATAGCTGTTTCCTG

	UASc-F1
	TAGTTATAGTACCATCGTTATACCAGCCAATCAAGTCACCACGCACGACCGG
CTCGAGATCGTAGGAGTGAGTACCCG

	UASc-R1
	ATAACGATGGTACTATAACTAACGGGAAGCTATAACGCAGGTCCAACGCGC
TAGCGTCATAGCTGTTTCCTG

	UASa-F2
	CTCCAGGAAACAGCTATGACGCTAGCCACCCTCCAGAGTGACTAGG

	UASa-R2
	CGGGTACTCACTCCTACGATCTCGAGACGACTGTGATTTGTGGTTG

	UASa-F3
	GGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGTCAC
CCTCCAGAGTGACTAGG

	UASa-R3
	AGTGGAAATTAATCCCTTTAAATTTCCGCCCCTAGTCACTCTGGAGGGTGACGA
CTGTGATTTGTGGTTG

	UASb-F2
	CTCCAGGAAACAGCTATGACGCTAGCCGAAGCCCGAACTGAGG

	UASb-R2
	CGGGTACTCACTCCTACGATCTCGAGCAGATGATGAGCGCACGCTG

	[bookmark: _Hlk90643651]UASb-F3
	GGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTGC
GAAGCCCGAACTGAGG

	UASb-R3
	ATTGGCTCTCATCCCGATAAATGACCGAGACCCCCTCAGTTCGGGCTTCGCAGA
TGATGAGCGCACGCTG

	[bookmark: _Hlk164777365][bookmark: _Hlk90643750]UASab-F
	GCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGTCG
AAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGA

	UASab-R
	ATCCCTTTAAATTTCCGCCCCTAGTCACTCTGGAGGGTGCAGATGATGAGCG
CACGCTGATTGGCTCTCATCCCGATAAATGACCGA

	UASba-F
	TCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTGCACC
CTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGAT

	UASba-R
	TCCCGATAAATGACCGAGACCCCCTCAGTTCGGGCTTCGACGACTGTGATTT
GTGGTTGAGTGGAAATTAATCCCTTTAAATTTCCGC

	[bookmark: _Hlk184299967]PcitA-F
	ccaatcagcgtgcgctcatcatctgctcgagCAAAATTGTGGATGAGATGG

	PcitA-R
	ctctggactgacgcaacgaccaggtccatatgATGGAGAAGCTCTTTTGCG

	[bookmark: _Hlk184299987]PpkiA-F
	ccaatcagcgtgcgctcatcatctgctcgagGTCCCTGTCTACTGACCAG

	PpkiA-R
	ctctggactgacgcaacgaccaggtccatatgCTACGGAGTAGTTACAATCACAC

	pYT-rev-F
	gaagaaaaccctggccctCATATGGTGAGCAAGGGCGAGGAG

	pYT-rev-R
	ggtggctacgtaTTAATTAAGCGGCCGCTGTCTATGTGGCGGGGTAATG

	pYT-v-F
	CAGGAAACAGCTATGAC

	pYT-v-R
	CGGGTACTCACTCCTACG

		Primers to construct over-expression plasmids




	[bookmark: _Hlk90647593]cexA-F
	gtttaaacttaattaagacgtcATGTCTTCAACCACGTCTTCATC

	cexA-R
	gccttagcatgcgaagatctCTAGTTGCCGTTGGCTTTGG

	[bookmark: _Hlk90647676]pYDD2-Frev
	cgttgaagaaaaccctggccctcatATGGTGAGCAAGGGCGAGGAG

	pYDD2-Rrev
	gacgtcttaattaagtttaaacTGTCTATGTGGCGGGGTAATG

		Primers to construct A. niger mutants




	M13F
	TGTAAAACGACGGCCAGT

	M13R
	CAGGAAACAGCTATGACC

	MHagdA-F
	tccattctcatcaaggattacgcgaccgtgcctcgagcctCACAGGAAACAGCTATGAC

	MHagdA-R
	gctgtacgcgcacacctggcttgtggctgacactaccattAACCCAGGGGCTGGTGACGG

	Ptef-F
	CGCCCAAGTTAAGCCTTTGTG

	Ttef-R
	TGGGATGAATTTTGTATGCACG

	Primers for diagnostic PCR and qRT-PCR of transformants  

	agdA-F
	TGGTGATCTACTAGTCGCCTC

	mCherry-i-R
	CTTGGTCACCTTCAGCTTGG

	cexA-i-R
	GATGACCTGTGGTACGGG

	gpdA-q-F
	ATGCTGTACGTTCTGCCCTC

	gpdA-q-R
	CTCGATGGTGCCCTTGAACT

	mCherryA-q-F
	ATGCGGTTCAAGGTGCACAT

	mCherryA-q-R
	CCTTGGTCACCTTCAGCTTG


[bookmark: _Hlk84696343]Notes: Restriction sites are underlined. Fm represents forward primer with modification and Rm represents reverse primer with modification. The modified additional sequences were represented in lowercase letters.

Table S5. DNA sequences of the UAS elements used in this study.
	UAS
	DNA sequences (5’-3’)
	Length (bp)

	UASa1
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	70

	UASb1
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	70

	UASc1
	TATAGCTTCCCGTTAGTTATAGTACCATCGTTATACCAGCCAATCAAGTCACCACGCACGACCGGGGACGGCGAATCCCC
	80

	UASa2
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	140

	UASa3
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	210

	UASa4
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	280

	UASa5
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	350

	UASa6
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	420

	UASa7
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	490

	UASa9
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	630

	UASa11
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	770

	UASb2
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	140

	UASb3
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	210

	UASb4
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	280

	UASb5
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	350

	UASb6
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	420

	UASb7
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	490

	UASb9
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	630

	UASb11
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	770

	UASa1b1
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	140

	UASa1b2
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	210

	UASa1b3
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	280

	UASa2b2
	CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG
	280

	UASb1a1
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	140

	UASb2a2
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	280

	UASb3a3
	CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT/CGAAGCCCGAACTGAGGGGGTCTCGGTCATTTATCGGGATGAGAGCCAATCAGCGTGCGCTCATCATCTG/CACCCTCCAGAGTGACTAGGGGCGGAAATTTAAAGGGATTAATTTCCACTCAACCACAAATCACAGTCGT
	420


Notes: DNA sequences of UASa, UASb, and UASc were represented in orange, red and green font, respectively. The slash lines (/) were used to distinguish different UAS elements. 
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UASc-3 CGTTGGACCTGCGTTATAGGTTCCCGTTAG-TTATTAGTACC- ATCGTTAT——ACCAG.CC AATCAiA GT-CACCACGCACGACCGG
UASc-4 CGTTGGACCATCTGTATAGGTTCCCGTTAG-TTATA- GTACCCATCGTTAT——AECAG‘CC AATCA-—GTTCACCACGCACGACCGG
UASc-5 CGTTGGACCAT————ATAGC.TTCCCGTTAG TTATA-GTACC- ATCGTTAT——ACCAG’CC MTCAMGT CACCACGCACGACCGG
UASc-6 CGTTGGACCATCTGTATAGC,TTCCCGTTAG————TA GTACC- ATCGTTAT——A{?CAG'CC AATCAR-GT-CACCACGCACGACCGG




