ENSACAT00000003404 PRKABL1

Protein Kinase Amp-Activated Non-Catalytic Subunit Beta 1
[Source:Hgnc Symbol;Acc:Hgnc:9378]
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Table 2.4 A priori growth genes in mechanistic target of rapamycin pathway. Gene IDs ending

in “.1” and “.2” reflect the 201 splice variant and 202 splice variant of the gene, respectively.

Ensembl ID Gene ID Ensembl description

ENSACATO00000011634 | AKT1 Akt Serine/Threonine Kinase 1 [Source:Hgnc Symbol;Acc:Hgnc:391]

ENSACAT00000016563 | IGF1 Insulin-Like Growth Factor 1 (Somatomedin C) [Source:Hgnc
Symbol;Acc:5464]

ENSACAT00000003820 | IRS1 Insulin Receptor Substrate 1 [Source:Hgnc Symbol;Acc:6125]

ENSACATO00000000480 | MTOR Mechanistic Target Of Rapamycin (Serine/Threonine Kinase)
[Source:Hgnc Symbol;Acc:3942]

ENSACATO00000004979 | PIK3CA Phosphatidylinositol-4,5-Bisphosphate 3-Kinase, Catalytic Subunit
Alpha [Source:Hgnc Symbol;Acc:8975]

ENSACATO00000017770 | PIK3R5.1 | Phosphoinositide-3-Kinase, Regulatory Subunit 5 [Source:Hgnc
Symbol;Acc:30035]

ENSACAT00000029838 | PIK3R5.2 | Phosphoinositide-3-Kinase, Regulatory Subunit 5 [Source:Hgnc
Symbol;Acc:30035]

ENSACATO00000015152 | PTEN Phosphatase And Tensin Homolog [Source:Hgnc Symbol;Acc:9588]

ENSACAT00000010084 | RICTOR | Rptor Independent Companion Of Mtor, Complex 2 [Source:Hgnc
Symbol;Acc:28611]

ENSACAT00000015640 | RPTOR Regulatory Associated Protein Of Mtor, Complex 1 [Source:Hgnc
Symbol;Acc:30287]

ENSACAT00000004260 | TSC1 Tuberous Sclerosis 1 [Source:Hgnc Symbol;Acc:12362]

ENSACATO00000008992 | TSC2 Tuberous Sclerosis 2 [Source:Hgnc Symbol;Acc:12363]

ENSACAT00000015594 | RPS6KA2 | Ribosomal Protein S6 Kinase A2 [Source:Hgnc
Symbol;Acc:Hgnc:10431]

ENSACAT00000006193 | RPS6KC1 | Ribosomal Protein S6 Kinase C1 [Source:Hgnc
Symbol;Acc:Hgnc:10439]

ENSACAT00000008356 | RPS6KB2 | Ribosomal Protein S6 Kinase B2 [Source:Hgnc
Symbol;Acc:Hgnc:10437]

ENSACAT00000013230 | PRKAB2 | Protein Kinase Amp-Activated Non-Catalytic Subunit Beta 2
[Source:Hgnc Symbol;Acc:Hgnc:9379]

ENSACATO00000006834 | PRKAA2 | Protein Kinase Amp-Activated Catalytic Subunit Alpha 2 [Source:Hgnc
Symbol;Acc:Hgnc:9377]

ENSACAT00000002435 | PRKAG2 | Protein Kinase Amp-Activated Non-Catalytic Subunit Gamma 2
[Source:Hgnc Symbol;Acc:Hgnc:9386]

ENSACATO00000010286 | PRKAAL | Protein Kinase Amp-Activated Catalytic Subunit Alpha 1 [Source:Hgnc
Symbol;Acc:Hgnc:9376]

ENSACAT00000012952 | PRKAG3 | Protein Kinase Amp-Activated Non-Catalytic Subunit Gamma 3
[Source:Nchi Gene;Acc:100564629]

ENSACAT00000008189 | PRKAG1 | Protein Kinase Amp-Activated Non-Catalytic Subunit Gamma 1
[Source:Hgnc Symbol;Acc:Hgnc:9385]

ENSACAT00000003404 | PRKAB1 | Protein Kinase Amp-Activated Non-Catalytic Subunit Beta 1
[Source:Hgnc Symbol;Acc:Hgnc:9378]

ENSACATO00000014051 | STK11 Serine/Threonine Kinase 11 [Source:Hgnc Symbol;Acc:Hgnc:11389]

ENSACAT00000012470 | STRADA | Ste20-Related Kinase Adaptor Alpha [Source:Hgnc
Symbol;Acc:Hgnc:30172]

ENSACAT00000001329 | STRADB | Ste20-Related Kinase Adaptor Beta [Source:Hgnc
Symbol;Acc:Hgnc:13205]

ENSACAT00000005087 | RAG1 Recombination Activating 1 [Source:Hgnc Symbol;Acc:Hgnc:9831]
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ENSACAT00000005084 | RAG2 Recombination Activating 2 [Source:Hgnc Symbol;Acc:Hgnc:9832]

ENSACAT00000011317 | BRAF B-Raf Proto-Oncogene, Serine/Threonine Kinase [Source:Hgnc
Symbol;Acc:Hgnc:1097]

ENSACAT00000011021 | HIF1AN Hypoxia Inducible Factor 1 Subunit Alpha Inhibitor [Source:Hgnc
Symbol;Acc:Hgnc:17113]

ENSACAT00000005963 | VEGFC Vascular Endothelial Growth Factor C [Source:Hgnc
Symbol;Acc:Hgnc:12682]

ENSACAT00000001649 | VEGFA Vascular Endothelial Growth Factor A [Source:Hgnc
Symbol;Acc:Hgnc:12680]

ENSACATO00000012033 | EIF4B Eukaryotic Translation Initiation Factor 4B [Source:Hgnc
Symbol;Acc:Hgnc:3285]

ENSACAT00000029358 | EIFAEBP1 | Eukaryotic Translation Initiation Factor 4E Binding Protein 1
[Source:Hgnc Symbol;Acc:Hgnc:3288]

ENSACAT00000006498 | PRKCH Protein Kinase C, Eta [Source:Hgnc Symbol;Acc:9403]
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Table 2.5 A priori-selected growth genes that exhibit sex-biased expression in the liver at one,

four, eight, and twelve months of age. Negative log fold change (log2FC) indicates male-biased

expression while positive indicates female-biased expression. Bold font indicates genes that

experienced sex-biased expression across multiple age points. Within each age group, genes are

sorted from most male-biased to most female-biased.

Age Sex-bias Gene logoFC log.CPM
4 months  Male Insulin-like growth factor 1 (IGF1) -3.26609 5.068586
MTOR Associated Protein, LST8 Homolog (MLSTS8) -1.44021 2.567336
Insulin-like growth factor binding protein 5 (IGFBP5) -1.32059 3.071516
Insulin-like growth factor 2 (IGF2) -1.09368 7.1934
Female TSC complex subunit 2 (TSC2) 0.582462 4.076259
Insulin receptor substrate 1 (IRS1) 1.605095 4.679922
SHC adaptor protein 4 (SHC4) 2.639907 1.325526
Transforming growth factor beta 1 (TGFB1) 2.723285 6.311321
8 months  Male Insulin-like growth factor 1 (IGF1) -4.06143  5.068586
SHC adaptor protein 4 (SHC4) -3.41342  1.325526
Insulin-like growth factor binding protein 5 (IGFBP5) -2.49348 3.071516
Insulin-like growth factor 2 (IGF2) -2.11091  7.1934
Insulin-like growth factor binding protein 2 (IGFBP2) -1.73827  3.948268
Insulin-like growth factor binding protein 4 (IGFBP4) -1.47126  5.304117
MTOR Associated Protein, LST8 Homolog (MLST8) -1.32475 2.567336
Eukaryotic translation initiation factor 4E binding protein1  -1.0943 6.694943
(EIF4EBP1)
Insulin-like growth factor 2 mRNA binding protein 2 -0.80176  3.199163
(IGF2BP2)
Transforming growth factor beta receptor 2 (TGFBR2) -0.56924  5.489862
Flotillin 1 (FLOT1) -0.55335  6.685024
SOS Ras/Rac guanine nucleotide exchange factor 1 (SOS1) -0.50361 4.844445
Female Insulin-like growth factor 2 mRNA binding protein 3 0.560268 6.098526
(IGF2BP3)
Signal transducer and activator of transcription 3 (STAT3)  0.641014 5.483781
3-phosphoinositide dependent protein kinase 1 (PDPK1) 0.703481 5.291527
Phosphorylase kinase regulatory subunit alpha 2 (PHKA2) 0.825086 5.702679
Transforming growth factor beta 1 (TGFB1) 3.530401 6.311321
12 months Male Insulin-like growth factor 1 (IGF1) -3.81765 5.068586
Insulin-like growth factor 2 (IGF2) -1.79678  7.1934
Insulin-like growth factor binding protein 4 (IGFBP4) -1.64652 5.304117
Insulin-like growth factor binding protein 2 (IGFBP2) -1.30289  3.948268
Glycogen synthase 2 (GYS2) -1.23066  4.886695



Female

Eukaryotic translation initiation factor 4E binding protein 1
(EIF4AEBP1)
Transforming growth factor beta 2 (TGFB2)

SHC adaptor protein 2 (SHC2)

Peroxisome proliferator activated receptor alpha (PPARA)
Vascular endothelial growth factor C (VEGFC)
Fructose-bisphosphatase 1 (FBP1)

Ribosomal protein S6 kinase C1 (RPS6KC1)

Glycogen phosphorylase (PYG)

Insulin-like growth factor 2 mRNA binding protein 2
(IGF2BP2)

Mitogen-activated protein kinase kinase 3 (MAP2K3)
STE20-related kinase adaptor alpha (STRADA)

AKT serine/threonine kinase 1 (AKT1)

Insulin-like growth factor 2 mRNA binding protein 3
(IGF2BP3)

Protein kinase AMP-activated non-catalytic subunit beta 1

(PRKABL1)
Protein inhibitor of activated STAT 3 (STAT3)

Protein kinase AMP-activated non-catalytic subunit beta 2
(PRKAB2)
Glycogen synthase 1 (GYS1)

Fatty acid synthase (FASN)
Sex hormone-binding globulin (SHBG)
Transforming growth factor beta 1 (TGFB1)

-1.22552

-1.11422
-1.02022
-0.92378
-0.77444
-0.72086
-0.66652
-0.6587

-0.57099

-0.5619

-0.50406
-0.37438
0.537954

0.807365

0.886875
0.902312

1.05015

2.947725
3.703496
3.706043
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6.694943

2.970851
2.377493
4.404665
3.577911
7.541905
5.81934

6.118753
3.199163

5.286363
4.171097
7.162062
6.098526

2.107514
4
5.483781

5.004255

6.797076
8.495907
3.502142
6.311321
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Table 2.6 A priori-selected growth genes that exhibit sex-biased expression in femoral muscle at

ages one, four, eight, and twelve months. Negative log. fold change (log.FC) indicates male-

biased expression while positive indicates female-biased. Bold font indicates genes that

experienced sex-biased expression across multiple ages. Within each age group, genes are sorted

from most male-biased to most female-biased.

Age Sex-bias Gene name log,FC log.CPM
4 months  Male Phosphoenolpyruvate carboxykinase 1 (PCK1) -1.40236  4.456375
Female Protein kinase AMP-activated non-catalytic subunit gamma  0.737703  5.866955
3 (PRKAG3)
Transforming growth factor beta receptor 3 (TGFBR3) 1.267989 4.075512
Cyclin dependent kinase inhibitor 1B (CDKN1B) 2.601503 7.172727
8 months  Male Suppressor of cytokine signaling 2 (SOCS2) -2.95466 2.762381
Insulin-like growth factor 1 (IGF1) -2.06985 5.068586
Insulin-like growth factor binding protein 2 (IGFBP2) -1.45219  3.948268
Female TSC complex subunit 2 (TSC2) 0.72961  4.076259
Protein kinase AMP-activated non-catalytic subunit gamma  0.762862 5.866955
3 (PRKAG3)
Protein kinase AMP-activated non-catalytic subunit beta 1 0.834485 2.107514
(PRKAB1) 4
Ribosomal protein S6 kinase B2 (RPS6KB2) 0.92198  2.720488
Transforming growth factor beta receptor 3 like (TGFBP3L) 0.995106 2.685145
Eukaryotic translation initiation factor 4E binding protein 1 1.194363 6.694943
(EIF4AEBP1)
12 months  Male Cyclin dependent kinase inhibitor 1B (CDKN1B) -2.7931 7.172727
Eukaryotic translation initiation factor 4E binding protein1  -1.86076  6.694943
(EIFAEBP1)
Insulin receptor substrate 4 (IRS4) -1.14339  4.88699
SOS Ras/Rac guanine nucleotide exchange factor 1 (SOS1) -0.69663  4.844445
Ribosomal protein S6 kinase B1 (RPS6KB1) -0.57022  3.665018
Female Eukaryotic translation initiation factor 4E (EIF4E) 0.458095 6.099981
Mitogen-activated protein kinase kinase 6 (MAP2K®6) 0.486653 5.867802
Phosphoenolpyruvate carboxykinase 2, mitochondrial (PCK2) 0.662378  9.479602
Phosphodiesterase 3A (PDE3A) 1.050874 2.750514
Transforming growth factor beta 2 (TGFB2) 1.072561 2.970851
Insulin-like growth factor binding protein 4 (IGFBP4) 1.082546 5.304117
Insulin-like growth factor binding protein 7 (IGFBP7) 1.251951 3.201967
Glucose-6-phosphatase catalytic subunit 2 (G6PC2) 1.95452  0.695295
Sex hormone binding globulin (SHBG) 4.853266 3.502142



Table 2.7 The results of general linear models testing for sex, age, and tissue effects on mean

expression level of the growth hormone/insulin-like growth factor (GH/IGF), insulin, and

mechanistic target of rapamycin (mTOR) growth networks within liver, femoral muscle, and
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brain of brown anoles. We performed three tests and utilized a Bonferroni-corrected alpha level

of 0.01667 to assess significance. Factors with significant p-values are bolded.

Growth Network Factor Degrees of freedom F-value P-value

GH-IGF1 Sex 1,72 1.709022563 0.191310998
Age 3,72 1.378532682 0.24762889
Tissue 2,72 42.57839534 < 0.0001
Sex:Age 3,72 0.369295381 0.775180239
Sex:Tissue 2,72 1.135102212 0.321662986
Age:Tissue 6,72 0.51634094 0.79632685
Sex:Age:Tissue 6,72 0.141520743 0.990665279
Residuals 72

Insulin Sex 1,72 0.060586276 0.805577558
Age 3,72 1.243771517 0.292047657
Tissue 2,72 40.09893007 < 0.0001
Sex:Age 3,72 0.131025711 0.941666011
Sex:Tissue 2,72 0.044832051 0.956158277
Age:Tissue 6,72 1.272038271 0.266432665
Sex:Age:Tissue 6,72 0.034718432 0.999825685
Residuals 72

mTOR Sex 1,72 1.624251024 0.202591457
Age 3,72 0.938977373 0.420849429
Tissue 2,72 25.28729728 <0.0001
Sex:Age 3,72 0.458433299 0.711353383
Sex:Tissue 2,72 1.004560267 0.366319662
Age:Tissue 6,72 0.263583759 0.953856164
Sex:Age:Tissue 6,72 0.131756156 0.992314701
Residuals 72
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Table 2.8 The results of general linear models testing for sex and age effects on mean expression

level of target growth genes within liver, femoral muscle, and brain of brown anoles. We

performed 15 tests and utilized a Bonferroni-corrected alpha level of 0.0033 to assess

significance. Significant p-values are bolded.

Gene Factor Degrees of freedom  F-value P-value

IGF1 Sex 1,72 66.80991 <0.0001
Age 3,72 0.431348 0.731177
Tissue 2,72 85.17288 <0.0001
Sex:Age 3,72 1.570839 0.20388
Sex:Tissue 2,72 62.22524 <0.0001
Age:Tissue 6,72 0.800266 0.572909
Sex:Age:Tissue 6,72 1.655884 0.144427
Residuals 72

IGF2 Sex 1,72 33.24968 <0.0001
Age 3,72 6.04856 0.000988
Tissue 2,72 112.1735 <0.0001
Sex:Age 3,72 2.605883 0.05827
Sex:Tissue 2,72 33.11659 <0.0001
Age:Tissue 6,72 6.078545 < 0.0001
Sex:Age:Tissue 6,72 2.949206 0.01514
Residuals 72

GHR Sex 1,72 0.026388 0.87141
Age 3,72 14.69438 < 0.0001
Tissue 2,72 307.1242 <0.0001
Sex:Age 3,72 2.565761 0.061183
Sex:Tissue 2,72 1.600401 0.208911
Age:Tissue 6,72 4.893104 < 0.0001
Sex:Age:Tissue 6,72 0.97317 0.44969
Residuals 72

IGFBP1 Sex 1,72 0.581925 0.448051
Age 3,72 0.349068 0.789923
Tissue 2,72 87.48913 <0.0001
Sex:Age 3,72 0.989221 0.402837
Sex:Tissue 2,72 0.290594 0.748692
Age:Tissue 6,72 0.396578 0.878916
Sex:Age:Tissue 6,72 0.975052 0.448445
Residuals 72

IGFBP2 Sex 1,72 68.85054 <0.0001
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Age 3,72 5.561551 0.001727
Tissue 2,72 347.0924 <0.0001
Sex:Age 3,72 1.303807 0.279835
Sex:Tissue 2,72 58.23178 <0.0001
Age:Tissue 6,72 5.597962 < 0.0001
Sex:Age:Tissue 6,72 1.261543 0.285967
Residuals 72

IGFBP3 Sex 1,72 1.310838 0.256035
Age 3,72 0.251323 0.860144
Tissue 2,72 28.30902 <0.0001
Sex:Age 3,72 0.385727 0.7636
Sex:Tissue 2,72 1.409482 0.250928
Age:Tissue 6,72 0.321237 0.923852
Sex:Age:Tissue 6,72 0.351155 0.906999
Residuals 72

IGFBP4 Sex 1,72 56.97257 <0.0001
Age 3,72 9.670478 <0.0001
Tissue 2,72 261.5358 <0.0001
Sex:Age 3,72 4.284489 0.007708
Sex:Tissue 2,72 59.02825 <0.0001
Age:Tissue 6,72 9.498694 < 0.0001
Sex:Age:Tissue 6,72 4.999205 0.000248
Residuals 72

IGFBP5 Sex 1,72 13.11801 0.000541
Age 3,72 4.818883 0.004099
Tissue 2,72 388.3431 <0.0001
Sex:Age 3,72 2.344726 0.080045
Sex:Tissue 2,72 7.598672 0.001014
Age:Tissue 6,72 5.944202 <0.0001
Sex:Age:Tissue 6,72 2.313792 0.042419
Residuals 72

IGFBP6 Sex 1,72 0.109208 0.742008
Age 3,72 0.149 0.93001
Tissue 2,72 20.7183 <0.0001
Sex:Age 3,72 0.153907 0.92685
Sex:Tissue 2,72 0.362619 0.697115
Age:Tissue 6,72 0.46904 0.829084
Sex:Age:Tissue 6,72 1.188918 0.321994
Residuals 72

IGFBP7 Sex 1,72 0.085435 0.770903
Age 3,72 0.533129 0.661027
Tissue 2,72 157.0725 <0.0001
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Sex:Age 3,72 0.207693 0.89076
Sex:Tissue 2,72 10.29629 0.000117
Age:Tissue 6,72 1.29245 0.271666
Sex:Age:Tissue 6,72 1.845839 0.102194
Residuals 72

IGF1R.1 Sex 1,72 1.245963 0.268036
Age 3,72 2.603406 0.058446
Tissue 2,72 32.76004 <0.0001
Sex:Age 3,72 1.373364 0.25781
Sex:Tissue 2,72 0.219316 0.803602
Age:Tissue 6,72 2.076334 0.066525
Sex:Age:Tissue 6,72 0.507129 0.801027
Residuals 72

IGF1R.2 Sex 1,72 0.006295 0.936982
Age 3,72 1.442279 0.237608
Tissue 2,72 11.61282 <0.0001
Sex:Age 3,72 0.951515 0.420434
Sex:Tissue 2,72 3.651515 0.03087
Age:Tissue 6,72 1.622886 0.153231
Sex:Age:Tissue 6,72 1.2796 0.277539
Residuals 72

IRS1 Sex 1,72 0.086976 0.768906
Age 3,72 1.102839 0.353672
Tissue 2,72 439.6721 <0.0001
Sex:Age 3,72 0.861962 0.464897
Sex:Tissue 2,72 0.670339 0.514698
Age:Tissue 6,72 0.983989 0.442558
Sex:Age:Tissue 6,72 0.773228 0.593503
Residuals 7?2

IRS4 Sex 1,72 2.31104 0.132838
Age 3,72 6.465274 0.000616
Tissue 2,72 62.05655 <0.0001
Sex:Age 3,72 5.030416 0.003199
Sex:Tissue 2,72 3.072526 0.052422
Age:Tissue 6,72 5.383692 0.000122
Sex:Age:Tissue 6,72 3.684442 0.003009
Residuals 72

MTOR Sex 1,72 0.024247 0.876694
Age 3,72 8.928516 <0.0001
Tissue 2,72 53.05153 <0.0001
Sex:Age 3,72 0.033843 0.991577
Sex:Tissue 2,72 0.896263 0.412595



Age:Tissue
Sex:Age:Tissue
Residuals

6,72
6,72
72

6.936055
1.800405

< 0.0001
0.111091
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Figure 2.1 A flow chart of the growth hormone/insulin-like factor, insulin signaling, and
mechanistic target of rapamycin growth regulatory signaling pathways interact to direct growth

in vertebrates, specifically in the liver.
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Figure 2.2 Male and female brown anoles increase and diverge in number of growth genes that exhibit sex-biased expression in the

(A) liver and (B) femoral muscle across ontogeny.
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Figure 2.3 Male and female brown anoles express growth genes at similar levels across ontogeny within tissues. Data are the average

expression, in counts per million (CPM), of all a priori selected growth genes plotted against age in the A) liver, B) femoral muscle,

and C) brain. Data are expressed as means (symbols) with standard error bars (error bars shorter than the height of the symbol are not

depicted).
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Figure 2.4 Male and female brown anoles diverge in growth gene sex-biased gene expression in the liver and muscle across ontogeny.

Data are the average expression, in counts per million (CPM), of a priori selected growth genes that exhibit sex-biased expression

plotted against age in the A) liver and B) femoral muscle. We did not find sex-biased growth gene expression in the brain for either

sex at any age point. Data are expressed as means (symbols) with standard error bars (error bars shorter than the height of the symbol

are not depicted).



A Female
® Male
Liver B Muscle
__ 1500+ 1500+
s ' Z
o
i S
S 1000+ 1000- }
7 g - E I
o 1a A
S 500 ® 500- $
LLi ] )
s {2
o )
= ; 1
0 1 | 1 ] 0 1 1 | ]
1 4 8 12 1 4 8 12
Age (months) Age (months)

Brain
1500-
1000-.
5004
ol 2 = =
1 4 8 12
Age (months)

102

Figure 2.5 Expression of growth hormone receptor (GHR) increases in the liver and muscle for both male and female brown anoles

across ontogeny. Data are the mean expression of growth hormone receptor, in counts per million (CPM), plotted against age in the

liver, femoral muscle, and brain. Data are expressed as means (symbols) with standard error bars (error bars shorter than the height of

the symbol are not depicted).
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Figure 2.6 Male and female brown anoles diverge in expression of insulin-like growth factor 1 (IGF1) and insulin-like growth factor 2
(IGF2) in the liver across ontogeny. Data are the mean expression of IGF1 and IGF2, in counts per million (CPM), plotted against age
in the liver, femoral muscle, and brain. Data are expressed as means (symbols) with standard error bars (error bars shorter than the

height of the symbol are not depicted).
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Figure 2.7 Male and female brown anole expression of the insulin growth factor binding
proteins varies across tissues and ontogeny. Data are the mean expression of the IGFBPs, in
counts per million (CPM), in male and female brown anoles at one, four, eight, and twelve
months in the liver, femoral muscle, and brain. Data are expressed as means (symbols) with

standard error bars (error bars shorter than the height of the symbol are not depicted).
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Figure 2.8 Male and female brown anoles diverge in their expression of the insulin-like growth factor 1 receptor across tissues and
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ontogeny. Data are the mean expression of insulin-like growth factor 1 receptor, expressed as the IGF1R-201 and IGF1R-202 splice

variants, in counts per million (CPM) plotted against age in the liver, femoral muscle, and brain. Data are expressed as means

(symbols) with standard error bars (error bars shorter than the height of the symbol are not depicted).
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Figure 2.12 Male and female brown anoles have similar levels of expression of growth genes in the insulin-signaling network across
tissues and ontogeny. Data are the average expression, in counts per million (CPM), of all growth genes in the insulin-signaling
network plotted against age. Data are expressed as mean expression of genes in the network (symbols) with standard error bars (error

bars shorter than the height of the symbol are not depicted).
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Figure 2.13 Male and female brown anoles have similar levels of expression of growth genes in the mechanistic target of rapamycin

network across tissues and ontogeny. Data are the average expression, in counts per million (CPM), of all growth genes in the

mechanistic target of rapamycin network plotted against age. Data are expressed as mean expression of genes in the network

(symbols) with standard error bars (error bars shorter than the height of the symbol are not depicted).



