[bookmark: _Hlk514682893]Supplementary Table S3-S6: Related genes significant upregulated/downregulated (p-adj ≤0.01; log2 fold change > + 2.0).
Table S3A. Immunity related genes significantly upregulated in the Zika infection in Key West strain compared with Orlando strain Aedes aegypti 7-days post infection.
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Table S3B. Immunity related genes significantly upregulated/downregulated in the Control in Key West strain compared with Orlando strain Aedes aegypti 7-days post injection.
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Table S3C. Immunity related genes significantly dysregulated in the Key West strain Aedes aegypti 7-days post infection with ZIKV compared with Control in Key West strain.
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Table S3D. Immunity related genes significantly dysregulated in the Orlando strain Aedes aegypti 7-days post infection with ZIKV compared with Control in Orlando strain.
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[bookmark: _Hlk512606385]3.1.4 DE transcripts related to immunity in response to ZIKV infection 
[bookmark: _Hlk515611099][bookmark: _Hlk512430675][bookmark: _Hlk514856605][bookmark: _Hlk512430436][bookmark: _Hlk512429480][bookmark: _Hlk506201673]Analysis and comparison of mRNA expression proﬁles of Ae. aegypti mosquitoes at different two strains following blood injection revealed that in total 360 transcripts had changes of 2-fold or more in either direction (p-adj ≤0.01; log2 fold change > + 2.0). According to RNA-seq analysis, 18 DE transcripts related to immunity were significantly regulated (13-upregulated and 5-downregulated) in response to blood feeding controls 7-days post infection in the Key West strain compared with Orlando strain control (Table S3B). The transcripts related to innate immunity encoded one Class C Scavenger Receptor, four Clip-domain serine proteases Family A and B, one C-type lectin, one defensin anti-microbial peptide, one expressed protein, one fibrinogen and fibronectin, one follistatin, one inosine-uridine preferring nucleoside hydrolase, two ionotropic glutamate receptors, one lachesin, one M protein, one prophenoloxidase (AAEL013496), one shoc2, and one venom allergen (Table S3B). Six genes were up/downregulated more than 4-fold, including defensin anti-microbial peptides (AAEL003832), lachesin (AAEL000576), shoc2 (AAEL009928) and venom allergen (AAEL013406).
[bookmark: _Hlk512429331][bookmark: _Hlk515457098][bookmark: _Hlk512430267][bookmark: _Hlk514678214][bookmark: _Hlk514773459]We correspondingly compared the Key West Ae. aegypti infected with ZIKV with the Key West control at the 7-dpi and revealed that in total 318 transcripts had changes of 2-fold or more in either direction. Fifteen DE transcripts related to immunity were significantly dysregulated more than two-fold (7 upregulated and 8-downregulated, Table S3C). These transcripts encoded two Class C Scavenger Receptors, two Clip-domain serine proteases family B, two C-type lectins, one cysteine-rich venom protein (AAEL005098, 2.71 log2 fold change), one Gram-negative binding Protein, one lachesin, three leucine-rich transmembrane proteins, a shoc2, one venom allergen, and one Wnt10a protein (Table S3C). 
[bookmark: _Hlk515456872][bookmark: _Hlk515456844]Analysis and comparison of mRNA expression proﬁles of Ae. aegypti mosquitoes at the Orlando strain following ZIKV infection at 7 dpi revealed that in total 128 transcripts had changes of 2-fold or more, only one was upregulated. All 14 DE transcripts related to immunity were significantly downregulated between Orlando Ae. aegypti infected with ZIKV and the Orlando control at the 7 dpi (Table S3D). These transcripts encoded six Clip-domain serine proteases family B, one C-type lectin, five leucine-rich immune proteins, one Trypsin 3A1 precursor and one tyrosine kinase receptor (Table S3D). Both the Key West Ae. aegypti and Orlando strains infected with ZIKV at the 7dpi shown regulated with Clip-domain serine protease family B, C-type lectin, and some leucine-rich proteins.








Table S4A. Detoxification related genes significantly upregulated in the Zika infection treatment group of Key West strain compared with Orlando strain Aedes aegypti 7-days post infection.
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Table S4B. Detoxification related genes significantly upregulated/downregulated in the Control in Key West strain compared with Orlando strain Aedes aegypti 7-days post injection.
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Table S4C. Detoxification related genes significantly dysregulated in the Key West strain Aedes aegypti 7 pdi with ZIKV compared with Control in Key West strain.
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Table S4D. Detoxification related genes significantly dysregulated in the Orlando strain Aedes aegypti 7 pdi with ZIKV compared with Control in Orlando strain.
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3.1.5 DE transcripts related to detoxification in response to ZIKV infection
[bookmark: _Hlk512348546][bookmark: _Hlk506201982][bookmark: _Hlk512348650]According to RNA-seq analysis, fifteen DE transcripts related to detoxification were regulated (6-upregulated and 9-downregulated) in response blood feeding control in the Key West strain compared with Orlando strain (Table S4B). These transcripts encoded one aldehyde dehydrogenenase, one cytochrome b5, eight cytochrome P450s, one glucosyl/glucuronosyl transferases, two glutathione transferases, and one short-chain dehydrogenase. Among the cytochrome P450 (AAEL014617, AAEL006811) and glutathione transferase (AAEL007964) was reported associated with insecticide resistance (Faucon et al. 2015, Faucon et al. 2017) and upregulated more than two-fold in the Key West strain compared with Orlando strain. 
[bookmark: _Hlk517278661]In addition, we also compared Key West Ae. aegypti infected with ZIKV with the Key West control at the 7 dpi, nineteen DE transcripts related to detoxification were significantly dysregulated (11 upregulated and 8-downregulated, Table S4C). These detoxification genes encoded one aldehyde dehydrogenase, one amine oxidase, one cytochrome b5, eight cytochrome P450 (AAEL014617 associated with resistance), one Double Oxidase: Two Peroxidase domains, one glucose dehydrogenase, two glucosyl/glucuronosyl transferases, one glutathione transferase, one multicopper oxidase, one prophenoloxidase and one sterol desaturase (Supplementary S3-Table S4C). 
[bookmark: _Hlk517278680]Nevertheless, all 14 DE transcripts related to detoxification were significantly dysregulated between Orlando Ae. aegypti infected with ZIKV and the Orlando control at the 7 dpi (Table S4D). These transcripts encoded one cytochrome b5, six cytochrome P450, one epoxide hydrolase, two glucosyl/glucuronosyl transferases, one glutamate semialdehyde dehydrogenase, two short-chain dehydrogenases, and one sterol desaturase (Table S4D). The cytochrome b5 and glucosyl/glucuronosyl transferases were significantly downregulated in the Orlando strain Ae. aegypti at 7 dpi infected with ZIKV, while they were significantly upregulated in the Key West strain Ae. aegypti at 7 dpi infected with ZIKV. However, two out of 8 cytochrome P450 were significantly upregulated in the Key West strain Ae. aegypti 7 dpi infected with ZIKV (Table S4C).















Table S5A. Resistance related gene (exclude detoxification enzymes) significant upregulated in the Zika infection in Key West strain compared with Orlando strain Aedes aegypti 7-day post infection.
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Table S5B. Resistance related gene (exclude detoxification enzymes) significant upregulated/downregulated in the Control in Key West strain compared with Orlando strain Aedes aegypti 7-day post injection.
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Table S5C. Resistance related gene (exclude detoxification enzymes) significant dysregulated in the Key West strain Aedes aegypti 7 pdi with ZIKV compared with Control in Key West strain.
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Table S5D. Resistance related gene (exclude detoxification enzymes) significant dysregulated in the Orlando strain Aedes aegypti 7 pdi with ZIKV compared with Control in Orlando strain.
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3.1.6 DE transcripts likely related to resistance in response to ZIKV infection
[bookmark: _Hlk512539086][bookmark: _Hlk512539907][bookmark: _Hlk517278838][bookmark: _Hlk512972528]Except detoxification enzymes, many other enzymes related insecticide resistance have been reported. We analyzed the DE transcripts possibly related to permethrin resistance in response to ZIKV infection. Nineteen DE transcripts possibly related to permethrin resistance, except some detoxification enzymes, were regulated (14-upregulated and 5-downregulated) in response blood feeding control in the Key West strain compared with Orlando strain (Table S5B). These transcripts encoded two cdp-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferases, two cyclic-nucleotide-gated cation channels, one glutamate receptor, five GPCR related genes, one GTP-binding protein rit, one guanine nucleotide exchange factor, one hypoxia-inducible factor, one inosine-uridine preferring nucleoside hydrolase, two ionotropic glutamate receptor, one kidney-specific Na-K-Cl cotransport protein, one potassium channel interaction protein, and one sulfonylurea receptor/ ABC transporter protease (Table S5B). The voltage-gated sodium channel (AAEL006019) were only upregulated 1.4-fold (see the sequencing data), which may play an important role in the Key West Ae. aegypti strain.
[bookmark: _Hlk512444331][bookmark: _Hlk512539973]Between Key West Ae. aegypti infected with ZIKV and the Key West control at the 7 dpi, fourteen DE transcripts possible related to permethrin resistance were significantly dysregulated (6-upregulated and 8-downregulated) in response to ZIKV infection (Table S5C). These genes encoded one adenylate cyclase, one calsenilin, three cyclic-nucleotide-gated cation channel, one glucose dehydrogenase, one glucose-methanol-choline oxidoreductase, one glutamate receptor, four GPCR related genes, one GTP-binding protein, and one protease m1 zinc metalloprotease (Table S5C). 
[bookmark: _Hlk517278864][bookmark: _Hlk512444886]Nonetheless, all sixteen DE transcripts related to detoxification were significantly dysregulated between Orlando Ae. aegypti infected with ZIKV and the Orlando control at the 7 dpi (Table S5D). These transcripts encoded one adenylate cyclase, two alkaline phosphatase, one AMP dependent coa ligase, one brain chitinase and chia, two bumetanide-sensitive Na-K-Cl cotransport protein, one glutamate decarboxylase, one glutamate receptor, one glutamate semialdehyde dehydrogenase, one inward-rectifying potassium channel, one matrix metalloproteinase, one metalloproteinase, one protein serine/threonine kinase, and one zinc carboxypeptidase (Table S5D).































Table S6A. Cytoskeleton related gene significant upregulated in the Zika infection in Key West strain compared with Orlando strain Aedes aegypti 7-day post infection.
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Table S6B. Cytoskeleton related gene significant upregulated/downregulated in the Control in Key West strain compared with Orlando strain Aedes aegypti 7-day post injection.
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Table S6C. Cytoskeleton related gene significant dysregulated in the Key West strain Aedes aegypti 7 days post infection with ZIKV compared with Control in Key West strain.
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Table S6D. Cytoskeleton related gene significant dysregulated in the Orlando strain Aedes aegypti 7 days post infection with ZIKV compared with Control in Orlando strain.
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3.1.7 DE transcripts related to cytoskeleton in response to ZIKV infection
[bookmark: _Hlk513021343]According to RNA-seq analysis, twenty-one cytoskeletons related DE transcripts were significantly regulated (12-upregulated and 9-downregulated) in response blood feeding control in the Key West strain compared with Orlando strain (Table S6B). These transcripts encoded one actin, one activin receptor, two adams, one basic helix-loop-helix zip transcription factor, two cadherin, one calmodulin, one calponin/transgelin, one diaphanous, one dynactin, a follistatin, one merlin/moesin/ezrin/radixin, one myelin transcription factor 1, one nuclear lamin L1 alpha, one rolling pebbles, one sidestep protein, one troponin, two tubulin alpha chains, and one tubulin-specific chaperone (Table S6B). Two genes were significantly upregulated more than 4-fold in the Key west strain compared with Orlando strain, i.e., adam (AAEL004881), and cadherin (AAEL001196). Four genes were significantly downregulated more than 4-fold in the Key west strain compared with Orlando strain, i.e., actin (AAEL001951), adam (AAEL014344), calponin/transgelin (AAEL006922), and tubulin-specific chaperone (AAEL011067).
[bookmark: _Hlk512540013][bookmark: _Hlk514941317]Nineteen DE cytoskeleton transcripts were dysregulated (9-upregulated and 10-downregulated) between Key West Ae. aegypti infected with ZIKV and the Key West control at the 7 dpi (Table S6C). These transcripts encoded one activin receptor, one adam, one basic helix-loop-helix zip transcription factor, two cadherins, one calsenilin, one carbonic anhydrase II, one diaphanous protein, one dynactin, one dynein heavy chain, two filmin, one follistatin, one merlin/moesin/ezrin/radixin, one prefoldin, one protein maelstrom homolog, two tubulin alpha chains, and one tubulin-specific chaperone (Table S6C).
[bookmark: _GoBack]Nevertheless, all six DE transcripts related to cytoskeleton were significantly dysregulated between Orlando Ae. aegypti infected with ZIKV and the Orlando control at the 7 dpi (Table S6D). These transcripts encoded one innexin, one muscle lim protein, two myosin, one paramyosin, and three troponins (Table S6D).
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Gene ID log2FC padj Gene info

AAEL006355-RA -2.2839 7.1E-05  Class C Scavenger Receptor

AAEL003632-RA -2.73640.00036  Clip-Domain Serine Protease  family B

AAEL005098-RA 2.71473 1.9E-06  cysteine-rich venom protein

AAEL009178-RA 3.86209 9.4E-15  Gram-Negative Binding Protein (GNBP)  

AAEL014520-RA -2.1860.00092  follistatin

AAEL000243-RA -6.6469 7.6E-44  leucine-rich transmembrane protein

AAEL010286-RA -3.3918 5E-09  leucine-rich transmembrane protein

AAEL003408-RA 2.147740.00018  leucine-rich transmembrane protein

AAEL009928-RA 4.47225 1.1E-15  shoc2

AAEL013406-RA -3.2711 5.7E-10  venom allergen

AAEL000600-RA 3.90054 4.4E-08  Wnt10a protein
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Gene ID log2FC p-adj Gene info

AAEL000059-RA -3.0148 0.00278  Clip-Domain Serine Protease  family B

AAEL000037-RA -2.7568 0.00089  Clip-Domain Serine Protease  family B

AAEL006161-RB -4.9669 0.001  Clip-Domain Serine Protease  family B

AAEL006674-RA -2.6573 0.00013  Clip-Domain Serine Protease  family B

AAEL001077-RA -2.1635 0.0004  Clip-Domain Serine Protease  family B

AAEL014349-RA -2.9726 0.00623  Clip-Domain Serine Protease  family B

AAEL011621-RA -2.4318 0.00815  C-Type Lectin (CTL) - mannose binding

AAEL009520-RA -2.2074 0.00028  leucine-rich immune protein 

AAEL010128-RA -5.3692 2.8E-06  leucine-rich immune protein 

AAEL001402-RA -3.3551 6.1E-05  leucine-rich immune protein 

AAEL010656-RA -2.5623 0.00437  leucine-rich immune protein 

AAEL012255-RA -4.1624 3.1E-05  leucine-rich immune protein 

AAEL007818-RB -2.4974 6.6E-06  Trypsin 3A1 Precursor 

AAEL000850-RA -2.0804 0.00348  tyrosine kinase receptor
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Gene ID log2FC p-adj Gene info Biological category

AAEL012457-RA 2.2934 3.1E-10  alcohol dehydrogenase Other detox

AAEL010384-RA 2.1509 2.4E-20  aldehyde oxidase Other detox

AAEL002683-RA 2.4306 3.4E-11  aldehyde oxidase Other detox

AAEL013096-RA 4.4362 0.00424  aldo-keto reductase Other detox

AAEL002385-RA 2.0902 0.00233  Carboxy/choline esterase Alpha Esterase CCE

AAEL004341-RA 2.1331 0.00834  Carboxy/choline esterase Alpha Esterase CCE

AAEL009199-RA 3.3681 1.5E-07  core 1 UDP-galactose galactosyltransferase UGT

AAEL001960-RA 2.1283 7.7E-07  cytochrome P450 P450

AAEL002046-RA 2.4 2.5E-21  cytochrome P450 P450

AAEL002638-RA 2.5472 4.6E-07  cytochrome P450 P450

AAEL004941-RA 2.4847 4.9E-08  cytochrome P450 P450

AAEL006784-RA 2.2295 0.00733  cytochrome P450 P450

AAEL006793-RA 2.1358 4.8E-06  cytochrome P450 P450

AAEL006795-RA 2.1165 1.1E-11  cytochrome P450 P450

AAEL006798-RA 2.8656 0.00805  cytochrome P450 P450

AAEL006805-RA 2.6907 6E-18  cytochrome P450 P450

AAEL006815-RA 2.4201 6E-17  cytochrome P450 P450

AAEL006824-RA 2.3298 1.3E-05  cytochrome P450 P450

AAEL007010-RA 2.7091 8.5E-17  cytochrome P450 P450

AAEL007473-RA 2.1909 5.5E-15  cytochrome P450 P450

AAEL007807-RA 2.9563 0.00846  cytochrome P450 P450

AAEL007816-RA 2.0628 2E-17  cytochrome P450 P450

AAEL009018-RA 2.5349 4.5E-08  cytochrome P450 P450

AAEL009121-RA 2.6071 6.6E-09  cytochrome P450 P450

AAEL009123-RA 2.4747 7.8E-09  cytochrome P450 P450

AAEL009125-RA 2.6552 7E-13  cytochrome P450 P450

AAEL009129-RA 2.4377 2.6E-34  cytochrome P450 P450

AAEL009130-RA 2.3819 6.5E-10  cytochrome P450 P450

AAEL009131-RA 2.3052 6.7E-22  cytochrome P450 P450

AAEL010151-RA 2.3891 0.00326  cytochrome P450 P450

AAEL014603-RA 2.479 0.00224  cytochrome P450 P450

AAEL014605-RA 5.2513 2.4E-08  cytochrome P450 P450

AAEL014607-RA 2.1961 0.00046  cytochrome P450 P450

AAEL014609-RA 2.4159 1.1E-12  cytochrome P450 P450

AAEL014614-RA 3.9363 4.1E-08  cytochrome P450 P450
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Gene ID log2FC p-adj Gene info Biological category

AAEL014617-RA 2.3975 0.00057  cytochrome P450 P450

AAEL014893-RA 2.2053 2.1E-08  cytochrome P450 P450

AAEL015663-RA 4.0199 9E-06  cytochrome P450 P450

AAEL017297-RA 3.2113 1.7E-06  cytochrome P450 P450

AAEL017539-RA 2.4193 0.00291  cytochrome P450 P450

AAEL000213-RA 4.2219 2.4E-08  d-amino acid oxidase Other detox

AAEL006342-RB 2.3703 3E-05  epoxide hydrolase Other detox

AAEL000687-RA 2.1082 0.00043  glucosyl/glucuronosyl transferases UGT

AAEL001548-RA 2.383 0.00038  glucosyl/glucuronosyl transferases UGT

AAEL001816-RA 2.693 5E-24  glucosyl/glucuronosyl transferases UGT

AAEL002688-RA 2.8594 0.00199  glucosyl/glucuronosyl transferases UGT

AAEL003099-RA 3.0651 0.00014  glucosyl/glucuronosyl transferases UGT

AAEL010366-RA 2.3643 8.6E-28  glucosyl/glucuronosyl transferases UGT

AAEL010386-RA 2.4108 2.1E-05  glucosyl/glucuronosyl transferases UGT

AAEL006834-RA 2.9162 4.4E-15  glutamate semialdehyde dehydrogenase Other detox

AAEL001122-RA 2.4425 9.4E-10  n-acetylgalactosaminyltransferase GST

AAEL000646-RA 2.5838 0.0093  n-acetylgalactosaminyltransferase GST

AAEL013572-RA 3.2517 0.00016  N-acetylgalactosaminyltransferase I GST

AAEL011763-RA 4.2518 7.3E-05  prophenoloxidase REDOX

AAEL003148-RA 2.8185 3.3E-06  short-chain dehydrogenase Other detox

AAEL005703-RA 3.6299 2.9E-05  short-chain dehydrogenase Other detox

AAEL008016-RA 2.1785 4.7E-10  short-chain dehydrogenase Other detox

AAEL009625-RA 2.4166 8.6E-15  short-chain dehydrogenase Other detox

AAEL012425-RA 3.7543 1.6E-14  sterol desaturase Other detox

AAEL002309-RA 2.1149 1.1E-09  Thioredoxin Peroxidase REDOX
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Gene ID log2FC p-adj Gene info Biological category

AAEL009948-RA -3.1438 1.96E-26  aldehyde dehydrogenase Other detox

AAEL014935-RA -8.5425 6.12E-17  cytochrome b5 Other detox

AAEL001312-RA 2.06508 0.000251  cytochrome P450 P450

AAEL002046-RA -2.3214 0.000441  cytochrome P450 P450

AAEL006798-RA 3.60299 0.000518  cytochrome P450 P450

AAEL006811-RA 2.59705 0.002372  cytochrome P450 P450

AAEL012770-RA 3.66001 2.77E-12  cytochrome P450 P450

AAEL014019-RB 4.08093 3.29E-05  cytochrome P450 P450

AAEL014617-RA 2.26152 0.00335  cytochrome P450 P450

AAEL014891-RA -2.8122 0.000388  cytochrome P450 P450

AAEL005375-RA -5.3206 1.81E-09  glucosyl/glucuronosyl transferases UGT

AAEL007947-RA -2.539 8.31E-32  glutathione transferase GST

AAEL011741-RB -2.7023 0.000402  glutathione transferase GST

AAEL006318-RA -3.0778 0.002101  short-chain dehydrogenase Other detox
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AAEL009948-RA 3.125496 2.78E-35  aldehyde dehydrogenase Other detox

AAEL009044-RA 2.108746 0.001099  amine oxidase Other detox

AAEL014935-RA 8.374627 9.54E-20  cytochrome b5 Other detox

AAEL002046-RA 2.979645 2.55E-10  cytochrome P450 P450

AAEL006798-RA -3.04168 0.001367  cytochrome P450 P450

AAEL006811-RA -3.23582 5.51E-06  cytochrome P450 P450

AAEL007795-RA -4.96359 0.0071  cytochrome P450 P450

AAEL012770-RA -2.34031 1.09E-07  cytochrome P450 P450

AAEL014606-RA -2.33401 5.64E-09  cytochrome P450 P450

AAEL014617-RA -2.06736 0.000698  cytochrome P450 P450

AAEL014891-RA 2.791955 2.04E-05  cytochrome P450 P450

AAEL003933-RA 2.164015 8.93E-06  Double Oxidase: Two Peroxidase domains Other detox

AAEL004028-RA 3.211267 1.29E-09  glucose dehydrogenase REDOX

AAEL014244-RA 3.27932 1.07E-06  glucosyl/glucuronosyl transferases UGT

AAEL005375-RA 4.224992 7.68E-08  glucosyl/glucuronosyl transferases UGT

AAEL007947-RA 2.478086 4.64E-40  glutathione transferase GST

AAEL001640-RA 4.892062 0.000105  multicopper oxidase Other detox

AAEL013496-RA -3.14004 0.004059  prophenoloxidase REDOX

AAEL004135-RA -2.18166 0.003961  sterol desaturase Other detox
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AAEL012636-RA -3.23570.0040436  cytochrome b5 Other detox

AAEL002638-RA -2.41670.0052252  cytochrome P450 P450

AAEL004941-RA -2.48550.0011295  cytochrome P450 P450

AAEL006795-RA -2.09050.0001624  cytochrome P450 P450

AAEL006805-RA -2.1030.0007494  cytochrome P450 P450

AAEL007010-RA -2.19630.0031185  cytochrome P450 P450

AAEL014605-RA -4.09330.0086603  cytochrome P450 P450

AAEL000213-RA -3.73330.0019271  d-amino acid oxidase Other detox

AAEL006342-RB -2.7483 0.009081  epoxide hydrolase Other detox

AAEL010386-RA -2.15130.0027822  glucosyl/glucuronosyl transferases UGT

AAEL002688-RA -2.38030.0083376  glucosyl/glucuronosyl transferases UGT

AAEL006834-RA -2.7935 6.03E-09  glutamate semialdehyde dehydrogenase Other detox

AAEL006318-RA -2.65380.0016581  short-chain dehydrogenase Other detox

AAEL009625-RA -2.63330.0004454  short-chain dehydrogenase Other detox

AAEL012425-RA -2.54930.0066087  sterol desaturase Other detox
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AAEL010570-RA 2.04652 1.23E-05  acetylcholine receptor

AAEL005177-RA 2.72195 4.75E-10  adenylate cyclase

AAEL009513-RA 5.76726 1.4E-24  adenylate cyclase

AAEL003313-RA 2.15939 1.84E-23  alkaline phosphatase

AAEL003298-RA 2.29464 6.82E-15  alkaline phosphatase

AAEL003317-RA 2.60513 1E-17  alkaline phosphatase

AAEL003286-RA 3.8247 6.93E-84  alkaline phosphatase

AAEL012702-RA 2.63865 1.39E-19  ATP-binding cassette sub-family A member 3

AAEL005043-RA 2.27609 4.36E-07  ATP-dependent bile acid permease

AAEL005026-RA 3.171740.001109  ATP-dependent bile acid permease

AAEL005045-RA 2.162350.002544  ATP-dependent bile acid permease

AAEL002969-RA 2.71391 1.29E-10  brain chitinase and chia

AAEL003056-RA 2.8271 2.79E-33  brain chitinase and chia

AAEL006180-RA 2.59522 3.72E-13  bumetanide-sensitive Na-K-Cl cotransport protein

AAEL009888-RA 3.33978 3.4E-20  bumetanide-sensitive Na-K-Cl cotransport protein

AAEL005754-RA 2.041310.000116  cgmp-dependent protein kinase

AAEL013214-RA 2.55369 6.93E-34  cgmp-dependent protein kinase

AAEL011981-RA 2.30457 4.38E-15  glutamate decarboxylase

AAEL002506-RA 2.02786 2.23E-05  glutamate receptor

AAEL002518-RA 2.22898 3.09E-05  glutamate receptor

AAEL014087-RA 2.52843 2.65E-05  glutamate receptor

AAEL013111-RA 2.06976 2.58E-10  glutamate transporter

AAEL003003-RA 4.25121 1.94E-08  glutamate-gated chloride channel

AAEL017167-RA 3.17118 1.41E-05  GPCR HE6-like Family

AAEL004533-RA 3.718350.001991  GPCR Metabotropic glutamate Family

AAEL003448-RA 2.479150.000523  GPCR Orphan/Putative Class A Family

AAEL017549-RA 3.28380.002871  GPCR Orphan/Putative Class A Family

AAEL002894-RA 2.02617 0.00765  GPCR purine/adenosine family

AAEL006685-RA 2.31909 5.32E-08  G-protein, gamma-subunit, putative

AAEL013997-RA 2.22022 8.27E-12  guanine nucleotide-binding protein beta 3

AAEL002655-RA 3.77318 2.96E-09  matrix metalloproteinase

AAEL002665-RA 4.5002 6.94E-08  matrix metalloproteinase

AAEL014516-RA 4.16522 1.43E-36  metalloproteinase
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AAEL012351-RA 2.49232 2.23E-05  prolylcarboxypeptidase

AAEL008699-RA 2.827320.010275  prolylcarboxypeptidase

AAEL003227-RA 2.019670.002299  protease m1 zinc metalloprotease

AAEL008155-RA 2.2799 4.09E-14  protease m1 zinc metalloprotease

AAEL008163-RA 2.71918 2.43E-13  protease m1 zinc metalloprotease

AAEL012099-RA 2.26439 1.17E-13  protease m1 zinc metalloprotease

AAEL012110-RA 2.78901 4.52E-20  protease m1 zinc metalloprotease

AAEL012781-RA 2.201680.000123  protease m1 zinc metalloprotease

AAEL012783-RA 2.70385 2.89E-11  protease m1 zinc metalloprotease

AAEL013899-RA 2.49864 4.16E-16  protease m1 zinc metalloprotease

AAEL007104-RA 3.626360.000418  voltage-gated potassium channel

AAEL009619-RA 2.178810.006444  voltage-gated potassium channel

AAEL001840-RA 2.53466 2.97E-12  zinc carboxypeptidase

AAEL003424-RA 3.49687 1.25E-12  zinc carboxypeptidase

AAEL008599-RA 2.30752 1.16E-06  zinc carboxypeptidase

AAEL008600-RA 2.49479 2.65E-16  zinc carboxypeptidase

AAEL008609-RA 2.75042 8.21E-25  zinc carboxypeptidase

AAEL002388-RA -3.6847 2.28E-28  zinc finger protein

AAEL002390-RA 2.16143 9.62E-13  zinc finger protein

AAEL006609-RA 2.46795 1.28E-42  zinc finger protein

AAEL011942-RA 2.02246 1E-08  zinc finger protein

AAEL007081-RA 3.906380.000978  zinc metalloprotease
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AAEL014198-RA 2.276247.56E-05  cdp-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase

AAEL012719-RA -3.18780.000736  cdp-diacylglycerol--glycerol-3-phosphate 3-phosphatidyltransferase

AAEL014581-RA 3.41844 0.000441  cyclic-nucleotide-gated cation channel

AAEL010216-RA 4.23484 0.000154  cyclic-nucleotide-gated cation channel

AAEL002509-RA 3.66978 2.78E-07  glutamate receptor

AAEL008322-RA 2.38279 0.000374  GPCR Frizzled/Smoothened Family

AAEL012385-RA 5.75696 0.000242  GPCR Gastrin/Bombesin Family

AAEL017335-RA 3.08979 0.001454  GPCR Growth Hormone Releasing Hormone Family

AAEL017005-RA -2.9618 2.96E-06  GPCR Neuropeptide Y Family

AAEL008566-RA 2.55569 0.000286  GPCR Orphan/Putative Class A Family

AAEL009180-RA 3.44572 1.51E-13  GTP-binding protein rit

AAEL005297-RA -2.0312 1.09E-07  guanine nucleotide exchange factor

AAEL015383-RA 3.52408 0.000232  hypoxia-inducible factor

AAEL002176-RA -3.7396 5.03E-07  inosine-uridine preferring nucleoside hydrolase

AAEL010880-RA 5.30315 5.19E-09  ionotropic glutamate receptor

AAEL013198-RA 4.36782 0.001444  ionotropic glutamate receptor

AAEL009886-RA 4.84786 0.005983  kidney-specific Na-K-Cl cotransport protein 

AAEL006055-RA -2.0559 6.49E-05  potassium channel interacting protein

AAEL013215-RA 4.44125 5.98E-14  sulfonylurea receptor/ ABC transporter
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AAEL001697-RA -4.25365 5.14E-29  adenylate cyclase

AAEL007002-RA -3.3831 8.85E-05  calsenilin

AAEL007345-RA -2.59804 2.68E-05  cyclic-nucleotide-gated cation channel

AAEL010216-RA -3.56205 0.000674  cyclic-nucleotide-gated cation channel

AAEL014581-RA -2.89416 0.000407  cyclic-nucleotide-gated cation channel

AAEL004028-RA 3.211267 1.29E-09  glucose dehydrogenase

AAEL013046-RA 3.579495 0.000571  glucose-methanol-choline (gmc) oxidoreductase

AAEL005375-RA 4.224992 7.68E-08  glucosyl/glucuronosyl transferases

AAEL014244-RA 3.27932 1.07E-06  glucosyl/glucuronosyl transferases

AAEL002509-RA -3.95542 2.67E-11  glutamate receptor, ionotropic kainate 1, 2, 3 

AAEL007947-RA 2.478086 4.64E-40  glutathione transferase

AAEL011475-RA 2.204373 0.000222  GPCR Gonadotrophin Releasing Hormone Family

AAEL017005-RA 3.162071 4.4E-10  GPCR Neuropeptide Y Family

AAEL004245-RA 3.403797 8.11E-06  GPCR Orphan/Putative Class A Family

AAEL008566-RA -2.73699 1.7E-06  GPCR Orphan/Putative Class A Family

AAEL009180-RA -3.54125 1.29E-18  GTP-binding protein rit

AAEL010595-RA -3.87152 9.95E-11  meiotic recombination repair protein 11

AAEL009108-RA 7.496675 3.9E-20  protease m1 zinc metalloprotease
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AAEL009513-RA -4.9362 1.31E-07  adenylate cyclase

AAEL003317-RA -2.55330.002013  alkaline phosphatase

AAEL003286-RA -3.817050.004799  alkaline phosphatase

AAEL000101-RA -3.66540.000977  AMP dependent coa ligase

AAEL002969-RA -2.684390.001279  brain chitinase and chia

AAEL006180-RA -2.166120.001278  bumetanide-sensitive Na-K-Cl cotransport protein

AAEL009888-RA -2.67043 4.47E-09  bumetanide-sensitive Na-K-Cl cotransport protein

AAEL007542-RA -2.086660.001191  glutamate decarboxylase

AAEL002506-RA -2.100290.001658  glutamate receptor, ionotropic kainate 1, 2, 3

AAEL006834-RA -2.7935 6.03E-09  glutamate semialdehyde dehydrogenase

AAEL008931-RA -2.820930.001763  inward-rectifying potassium channel

AAEL002665-RA -4.01070.001566  matrix metalloproteinase

AAEL014516-RA -2.474390.001135  metalloproteinase

AAEL001969-RA -2.0326 1.11E-06  protein serine/threonine kinase

AAEL012480-RA -2.08730.002157  sodium/calcium exchanger

AAEL008599-RA -2.97337 8.51E-05  zinc carboxypeptidase
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AAEL001673-RA 2.09133 1.66E-27  actin

AAEL004616-RA 2.084825 8.08E-13  actin

AAEL005961-RA 2.218011 1.05E-12  actin

AAEL011197-RB 3.062709 2.98E-38  actin

AAEL010924-RA 2.403541 1.07E-06  ca-activated cl channel protein

AAEL001196-RA 3.547283 0.001896  cadherin

AAEL008844-RA 2.195271 8.57E-11  calcium-binding protein

AAEL006582-RA 2.194196 2.49E-21  calcium-transporting ATPase

AAEL006582-RB 2.318302 1.14E-11  calcium-transporting ATPase

AAEL007898-RA 2.215823 3.54E-35  calmin

AAEL006872-RA 2.301485 6.42E-18  calponin/transgelin

AAEL008315-RA 2.680652 2.36E-07  calponin/transgelin

AAEL003499-RA 3.238243 6.68E-14  calsyntenin-1 precursor

AAEL009249-RA 2.200555 9.67E-18  coronin

AAEL003155-RA 2.069979 0.000374  dynein heavy chain

AAEL001374-RA 2.300598 0.001535  flagellar radial spoke protein

AAEL006090-RA 2.510892 0.000473  gelsolin precursor

AAEL009055-RA 3.450694 2.34E-30  gliotactin

AAEL003003-RA 4.251214 1.94E-08  glutamate-gated chloride channel

AAEL001965-RA 2.171225 4.82E-13  imaginal disc growth factor

AAEL014846-RA 2.061223 3.74E-07  innexin

AAEL014847-RA 2.107756 1.49E-51  innexin

AAEL008588-RA 2.10209 0.000205  innexin

AAEL013381-RA 2.624946 7.93E-06  integrin alpha-ps

AAEL001744-RA 4.288014 6.98E-09  jnk interacting protein

AAEL008773-RA 2.648637 3.85E-13  laminin A chain

AAEL010172-RA 4.072312 2.21E-05  Leucokinins Precursor 

AAEL010466-RA 2.465069 5.92E-19  mitogen activated protein kinase kinase kinase 4

AAEL006866-RA 2.433882 4.08E-28  muscle lim protein

AAEL000372-RA 2.532031 7.85E-08  myo inositol monophosphatase

AAEL008701-RA 2.606378 8.87E-18  myoinositol oxygenase

AAEL005733-RA 2.063 8.64E-23  myosin heavy chain, nonmuscle or smooth muscle

AAEL011905-RA 2.401559 1.19E-23  myosin i

AAEL009991-RB 4.822732 0.002019  myosin iii
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AAEL007439-RA 4.665511 0.000972  myosin light chain 1

AAEL012207-RD 2.059592 2.56E-17  myosin light chain 1

AAEL012207-RB 2.072048 0.00023  myosin light chain 1

AAEL001068-RA 2.392902 0.000277  myosin light chain 2V

AAEL002572-RA 2.135343 1.31E-25  myosin regulatory light chain

AAEL004227-RB 3.212209 0.000839  myosin vi

AAEL008610-RA 2.606079 1.8E-21  myosin vii

AAEL004680-RA 2.271116 4.16E-08  nuclear lamin L1 alpha

AAEL005567-RA 2.893379 4.39E-09  nucleosome assembly protein

AAEL004692-RA 3.831807 1.78E-06  otopetrin

AAEL010975-RA 2.348516 1.19E-32  paramyosin

AAEL005444-RA 2.498843 1.6E-08  pyrokinin

AAEL006222-RA 2.456165 1.54E-35  talin

AAEL002686-RA 3.181791 4.36E-05  testisin precursor

AAEL005317-RA 2.174151 0.000649  titin (connectin)

AAEL002761-RC 3.454231 0.009777  tropomyosin invertebrate

AAEL000744-RA 2.236615 1.65E-19  troponin C

AAEL006572-RA 2.120904 9.18E-08  troponin C

AAEL012114-RA 2.511473 4.11E-07  troponin C

AAEL002417-RB 3.131274 0.004593  troponin t, invertebrate

AAEL002417-RC 3.481916 0.009524  troponin t, invertebrate

AAEL012922-RA 2.365493 1.4E-11  unconventional myosin 95e isoform


image18.emf
Gene ID log2FC p-adj Gene info

AAEL001951-RA -5.273430356 2.79E-10  actin

AAEL009652-RB 2.581612875 0.000003  activin receptor type ii

AAEL004881-RA 2.058425629 5.8E-13  adam (a disintegrin and metalloprotease)

AAEL014344-RA 4.660451144 4.36E-55  adam (a disintegrin and metalloprotease)

AAEL007271-RA -2.318426021 2.24E-09  basic helix-loop-helix zip transcription factor

AAEL000700-RA 3.439906394 1.18E-05  cadherin

AAEL001196-RA 6.08674146 4.68E-19  cadherin

AAEL006921-RA 2.587850791 7.68E-09  calmodulin

AAEL006922-RA -4.407450889 2.04E-06  calponin/transgelin

AAEL012283-RA -3.880879056 9.27E-11  diaphanous

AAEL014883-RA 2.836789174 0.001738  dynactin, p27-subunit

AAEL014520-RA 3.107935136 0.000133  follistatin

AAEL006018-RA -2.089072657 4.5E-14  merlin/moesin/ezrin/radixin

AAEL001228-RA 3.171178371 7.78E-05  myelin transcription factor 1

AAEL011965-RA -2.346538142 2.47E-13  nuclear lamin L1 alpha

AAEL005908-RA 2.554357177 0.007565  rolling pebbles

AAEL010645-RA 3.648039844 2.22E-07  sidestep protein

AAEL010850-RC -3.078533146 0.001575  troponin i

AAEL006179-RA 2.321239113 1.38E-05  tubulin alpha chain

AAEL013229-RA -2.777570065 4.14E-10  tubulin alpha chain

AAEL011067-RA -5.071100651 0.003298  tubulin-specific chaperone
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AAEL009652-RB -2.89758 3.9E-10  activin receptor type ii

AAEL014344-RA -4.12103 1.45E-57  adam (a disintegrin and metalloprotease)

AAEL007271-RA 3.067629 4.5E-151  basic helix-loop-helix zip transcription factor

AAEL001196-RA -3.79658 3.52E-12  cadherin

AAEL009616-RA 2.732936 5.59E-06  cadherin

AAEL007002-RA -3.3831 8.85E-05  calsenilin

AAEL010886-RA 4.0892 3.08E-09  carbonic anhydrase II

AAEL012283-RA 3.652508 5.38E-12  diaphanous protein

AAEL014883-RA -3.32082 9.8E-06  dynactin, p27-subunit

AAEL007225-RA 3.391749 1.02E-07  dynein heavy chain

AAEL014591-RA -4.57099 7.11E-05  filamin

AAEL010215-RA 2.829084 0.001025  filamin

AAEL014520-RA -2.18604 0.000924  follistatin

AAEL006018-RA 2.035261 5.18E-18  merlin/moesin/ezrin/radixin

AAEL013212-RA -3.50705 1.12E-09  prefoldin

AAEL008595-RA -2.48784 9.49E-09  Protein maelstrom homolog

AAEL006179-RA -3.31369 1.65E-12  tubulin alpha chain

AAEL013229-RA 2.749428 2.63E-65  tubulin alpha chain

AAEL011067-RA 5.412973 1.99E-06  tubulin-specific chaperone
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AAEL014846-RA -2.1005005 0.0028717  innexin

AAEL006866-RA -2.21652813 0.001405  muscle lim protein

AAEL005733-RA -1.99222668 0.0011912  myosin heavy chain, nonmuscle or smooth muscle

AAEL000596-RA -2.10964268 0.002657  myosin

AAEL010975-RA -2.10979466 0.0011912  paramyosin

AAEL000744-RA -2.09365559 0.0005405  troponin C

AAEL006572-RA -2.27463324 0.0016581  troponin C

AAEL012114-RA -2.37197738 0.0063044  troponin C
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AAEL004407-RB 2.5587 9.1E-19  allergen

AAEL012136-RA 2.2839 8E-10   allergen

AAEL014658-RA 2.1274 0.00496  caspase-1

AAEL001098-RA 2.8439 5.6E-20  clip-domain serine protease

AAEL000037-RA 2.7585 0.00027  Clip-Domain Serine Protease  family B

AAEL000059-RA 3.2034 0.00198  Clip-Domain Serine Protease  family B

AAEL000099-RA 3.1859 0.00037  Clip-Domain Serine Protease  family B

AAEL001077-RA 3.3149 2.5E-21  Clip-Domain Serine Protease family B

AAEL001098-RA 2.8439 5.6E-20  clip-domain serine protease

AAEL003631-RA 2.3018 0.00657  Clip-Domain Serine Protease  family B

AAEL005093-RA 2.7525 0.00025  Clip-Domain Serine Protease family B

AAEL006161-RB 4.6206 3.2E-06  Clip-Domain Serine Protease  family B

AAEL006674-RA 3.0542 1.6E-10  Clip-Domain Serine Protease  family B

AAEL007796-RA 2.8234 0.00128  Clip-Domain Serine Protease  family D

AAEL014349-RA 2.4304 0.0029   Clip-Domain Serine Protease  family B

AAEL000533-RA 2.7761 0.00253  C-Type Lectin (CTL)

AAEL003119-RA 2.0851 6.6E-06  C-Type Lectin (CTL)

AAEL005641-RA 3.3811 4.7E-06  C-Type Lectin (CTL) - galactose binding

AAEL009670-RA 3.3499 1.8E-23  C-Type Lysozyme (Lys-D).

AAEL005988-RA 2.4652 2.4E-09  C-Type Lysozyme 

AAEL004156-RA 2.2397 0.00977  fibrinogen and fibronectin

AAEL006704-RA 2.4745 5E-17   fibrinogen and fibronectin

AAEL006699-RA 2.9098 2.2E-35  fibrinogen and fibronectin

AAEL008646-RA 3.4064 1.9E-15  fibrinogen and fibronectin

AAEL000508-RA 2.5311 7.8E-08  fibrinogen and fibronectin

AAEL009178-RA 2.7054 2.2E-17  Gram-Negative Binding Protein (GNBP)

AAEL007064-RA 2.7125 4.6E-25  Gram-Negative Binding Protein (GNBP) 

AAEL011624-RB 5.0714 7.5E-05  granzyme A precursor

AAEL003209-RA 2.9436 0.00509  lachesin
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AAEL009520-RA 3.0383 4.5E-25  leucine-rich immune protein

AAEL010128-RA 4.8149 2.4E-07  leucine-rich immune protein

AAEL012086-RA 2.4679 1.7E-12  leucine-rich immune protein

AAEL001402-RA 3.2947 3.3E-33  leucine-rich immune protein

AAEL001401-RA 3.2722 2.3E-27  leucine-rich immune protein

AAEL001417-RA 3.9485 2E-05   leucine-rich immune protein

AAEL001420-RA 3.4335 1.6E-73  leucine-rich immune protein

AAEL001414-RA 3.3722 2.1E-36  leucine-rich immune protein

AAEL010656-RA 2.7657 3.8E-07  leucine-rich immune protein

AAEL012255-RA 4.2147 0.0002   leucine-rich immune protein

AAEL007103-RA 3.2536 7.5E-11  leucine-rich immune protein

AAEL008658-RA 2.4764 1.6E-11  leucine-rich immune protein

AAEL010125-RA 3.25981 7E-08   leucine-rich immune protein 

AAEL011747-RA 4.66945 1.3E-06  M protein 

AAEL012380-RA 2.02465 5.3E-06  peptidoglycan recognition protein 

AAEL001307-RA 2.01332 0.00204  SEC14

AAEL008271-RA 2.30347 0.00478  SEC15

AAEL010344-RA 2.33884 0.00198  SEC16

AAEL014755-RA 2.92224 0.00015  tep2

AAEL001771-RA 3.44262 3.6E-06  toll protein

AAEL000057-RA 2.29401 1.2E-21  Toll-like receptor

AAEL004000-RA 2.00047 0.00023  Toll-like receptor

AAEL000671-RA 2.49533 1.2E-05  Toll-like receptor

AAEL002583-RA 2.71844 0.00368  Toll-like receptor

AAEL014579-RA 2.08226 0.0081

  trypsin, putative

AAEL007102-RA 3.10762 2.7E-07

  trypsin, putative

AAEL006425-RA 2.51634 5.7E-26

  trypsin

AAEL013623-RA 2.76104 7.1E-41

  trypsin

AAEL013703-RA 2.33494 2.5E-26

  trypsin

AAEL008079-RA 2.2974 3.7E-16

  trypsin-alpha, putative

AAEL005596-RA 2.59854 8.3E-06

  trypsin-epsilon, putative

AAEL013628-RA 3.24921 3.1E-23

  trypsin-eta, putative

AAEL000793-RA 2.46706 1.5E-06

  venom allergen

AAEL005531-RA 2.08518 8.8E-06

  venom allergen

AAEL002693-RA 3.15279 2.5E-18

  venom allergen
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AAEL006355-RA 2.1228 0.00429  Class C Scavenger Receptor 

AAEL002126-RA -3.0163 0.00521  Clip-Domain Serine Protease  family A

AAEL000086-RA 3.2842 0.00068  Clip-Domain Serine Protease  family B

AAEL013245-RA 2.6964 0.00781  Clip-Domain Serine Protease  family B

AAEL003632-RA 3.0466 0.00071  Clip-Domain Serine Protease  family B

AAEL011612-RB -2.9458 0.00195  C-Type Lectin (CTL) 

AAEL003832-RA 7.5134 0.00853  defensin anti-microbial peptide

AAEL009588-RA 2.1183 0.00111  expressed protein (HR3)

AAEL009723-RA -2.9913 0.00775  fibrinogen and fibronectin

AAEL014520-RA 3.1079 0.00013  follistatin

AAEL002176-RA -3.7396 5E-07  inosine-uridine preferring nucleoside hydrolase

AAEL010880-RA 5.3031 5.2E-09  ionotropic glutamate receptor-invertebrate

AAEL013198-RA 4.3678 0.00144  ionotropic glutamate receptor-invertebrate

AAEL000576-RA 4.2786 6.6E-05  lachesin

AAEL011747-RA 3.7167 0.00016  M protein type

AAEL013496-RA 3.7367 0.00493  prophenoloxidase

AAEL009928-RA -4.7541 1.4E-14  shoc2

AAEL013406-RA 6.6973 4.1E-16  venom allergen


