	 
	 
	Fold Change (log2)

	LOC#
	Protein
	Pre-emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115447387
	Attacin-1
	[3/0]
	2.22
	2.64
	3.12

	LOC115453768
	Attacin 2
	1.54
	-0.36
	3.29
	2.38

	LOC115450302
	Gloverin
	3.00
	-0.74
	2.09
	1.86

	LOC115449303
	Hemolin
	2.15
	-1.5
	2.47
	1.95

	LOC115453674
	Immulectin-2 
	[0/3]
	[1/3]
	[0/0]
	[0/0]

	LOC115456357
	Immulectin-3
	[0/3]
	[0/0]
	[0/0]
	[0/0]

	LOC119192142
	Plasminogen activator inhibitor 2, macrophage-like
	[0/3]
	[3/0]
	[0/0]
	[3/0]

	LOC115445410
	Serpin-13 
	[0/3]
	[0/0]
	[0/0]
	[0/0]

	LOC115448700
	Lysozyme
	-1.11
	0.34
	2.83
	1.47

	LOC115443095
	Immunolectin-A precursor 
	-1.24
	[2/3]
	[0/3]
	[2/3]

	LOC115453218
	CLIP domain-containing serine protease 2-like 
	0.029
	0.05
	0.23
	2.21


Table 1. Immune proteins identified as having significantly altered abundance during at least one time point during parasitism. Highlighted in red indicates an increased abundance at that timepoint, highlighted in blue indicates a reduced abundance at that timepoint. To be considered significant the fold change must have been a minimum of 2 and a p-value of less than 0.001 must have been achieved (false discovery rate correction). p-values can be found in Table S4. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline. [#/#] Indicate incidents in which a protein was below detection limit in either the experimental group (numerator), or the baseline group (denominator), e.g. 0/3 in the Pre-emergence column means that 0 of the 3 biological replicates from Pre-emergent caterpillars had detectable amounts of a particular protein, but 3/3 of the control samples did.  


	
	
	




	
	
	



	 
	 
	Fold Change (log2)

	LOC#
	Gene
	Pre-emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115450302
	gloverin
	4.60
	5.31
	4.04
	5.35

	LOC115443503
	WAP four-disulfide core domain protein 18-like
	3.67
	1.47
	0.12
	3.19

	LOC115453509
	cecropin
	4.48
	4.01
	0.09
	3.87

	LOC115449094
	peptidoglycan recognition protein, chromosome 20
	1.93
	3.41
	0.10
	3.25

	LOC115454320
	cecropin-A-like
	4.52
	4.16
	0.06
	4.39

	LOC115449408
	putative defense protein Hdd11-like
	4.57
	2.31
	0.05
	6.01

	LOC115447396
	attacin-E
	2.05
	0.08
	0.08
	4.29

	LOC115447387
	attacin 2
	2.68
	0.11
	0.04
	3.66

	LOC115449088
	peptidoglycan recognition protein 3, chromosome 20
	2.51
	0.05
	0.03
	5.38

	LOC115441359
	peptidoglycan recognition protein 3, chromosome 9
	4.23
	0.08
	0.00
	4.30

	LOC115449911
	phenoloxidase-activating enzyme
	0.05
	1.77
	1.74
	1.97

	LOC115449930
	serine protease Hayan-like
	0.03
	2.13
	0.77
	2.43

	LOC115443863
	serine protease inhibitor dipetalogastin
	0.01
	3.16
	0.06
	5.21

	LOC115452581
	serine protease snake
	0.06
	1.39
	1.37
	0.92

	LOC115443044
	lysozyme
	0.09
	3.30
	0.10
	2.92

	LOC115449303
	hemolin
	0.02
	4.69
	0.07
	5.20

	LOC115452515
	phenoloxidase-activating enzyme
	0.07
	1.34
	0.28
	0.96

	LOC115450759
	serine protease persephone
	-0.03
	1.47
	0.11
	1.16

	LOC115439859
	G-protein coupled receptor Mth2
	0.01
	1.36
	0.23
	0.04

	LOC115454286
	phenoloxidase-activating enzyme
	0.07
	3.78
	0.05
	1.96

	LOC115450929
	phenoloxidase subunit 2
	0.02
	-1.78
	-1.48
	-1.17

	LOC115443156
	serine protease inhibitor
	0.04
	-1.85
	-5.26
	-2.33

	LOC115451915
	protein toll
	0.04
	0.40
	1.39
	0.07

	LOC115446883
	nuclear factor NF-kappa-B p100 subunit
	0.03
	0.96
	1.13
	0.04

	LOC119188533
	defense protein 3-like
	0.01
	-0.01
	0.00
	4.62

	LOC115447383
	defense protein 3
	0.01
	0.02
	0.01
	4.53

	LOC115453334
	melanization protease 1
	0.00
	0.04
	0.03
	3.38

	LOC115454305
	lebocin-3
	0.01
	0.06
	0.03
	6.35

	LOC115441347
	peptidoglycan-recognition protein LB
	0.05
	0.06
	0.06
	4.91

	LOC115453672
	bactericidin B-5P-like
	-0.01
	0.08
	0.01
	3.68


Table 2. Immune gene mRNA transcripts identified as having significantly altered abundance during at least one time point during parasitism. Highlighted in red indicates an upregulation at that timepoint, highlighted in blue indicates a downregulation at that timepoint. To be considered significant, a p-value < 0.05 must have been achieved, and a fold change of at least 2. p-values can be found in Table S3. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline. 
	LOC#
	Protein
	Pre-Emergent
	Emergent
	1-Day Post
	3-Days Post

	CcBV_30.1
	Hypothetical protein
	+
	+
	+
	+

	CcBV_13.4
	EP2-1
	+
	+
	-
	+

	CcBV_36.2
	BV7-6
	+
	+
	+
	+

	CcPL9.004
	CcPL9.004
	+
	+
	+
	+

	CcBV_1.5
	EP1-3
	+
	+
	-
	+

	CcBV_5-13
	CcV1
	+
	+
	+
	+

	CcBV_31.9
	Hypothetical protein
	-
	+
	-
	-

	CcBV_19.2
	Cystatin 1
	+
	+
	+
	+

	CcBV_22.1
	BV7-1
	-
	+
	+
	+

	CcPL4.001
	CcPL4.001
	-
	+
	+
	+


	
	
	



Table 3. CcBV proteins found in the supraesophageal ganglia during at least one of the sampled timepoints. ‘+’ indicates that the protein was found to be present at that time point.  ‘-‘ indicates that it was absent, or below detection threshold at that time point. 
	
	
	



	 
	 
	Fold Change (Log2)

	LOC#
	Gene
	Emergent
	p
	1-Day Post
	p
	3-Days Post
	p 

	CcBV_26.5
	hypothetical Protein
	2.20
	<0.05
	2.75
	<0.01
	2.58
	<0.01

	CcBV_14.6
	protein-Tyrosine Phosphatase W
	3.41
	<0.001
	2.85
	<0.05
	-
	-

	CcBV_17.2
	protein-Tyrosine Phophatase Y
	4.47
	<0.001
	-
	-
	3.41
	<0.01

	CcBV_31.5
	hypothetical Protein
	4.04
	<0.001
	-
	-
	-
	-

	CcBV_3.4
	hypothetical Protein
	3.02
	<0.001
	-
	-
	-
	-

	CCBV_32.1
	hypothetical Protein
	2.27
	<0.05
	-
	-
	-
	-

	CcBV_32.9
	hypothetical Protein
	2.06
	<0.05
	-
	-
	-
	-

	CcBV_3.3
	hypothetical Protein
	1.95
	<0.05
	-
	-
	-
	-

	CcBV_7.5
	EP1-5
	1.89
	<0.05
	-
	-
	-
	-

	CcBV_8.2
	EP1
	1.81
	<0.05
	-
	-
	-
	-

	CcBV_26.4
	hypothetical Protein
	1.71
	<0.05
	-
	-
	-
	-

	CcBV_19.5
	cystatin 2
	1.47
	<0.05
	-
	-
	-
	-

	CcBV_31.2
	hypothetical Protein
	-
	-
	4.82
	<0.001
	-
	-

	CcBV_31.3
	hypothetical Protein
	-
	-
	3.25
	<0.05
	-
	-

	CcBV_26.3
	ankyrin-6
	-
	-
	1.91
	<0.01
	-
	-

	CcBV_10.5
	hypothetical Protein
	-
	-
	1.83
	<0.05
	2.85
	<0.01

	CcBV_10.1
	protein-Tyrosine Phosphatase E
	-
	-
	-
	-
	4.63
	<0.0001

	CcBV_1.9
	protein-Tyrosine Phosphatase P
	-
	-
	-
	-
	4.54
	<0.0001

	CcBV_1.3
	EP1-1
	-
	-
	-
	-
	4.21
	<0.001

	CcBV_10.2
	protein-Tyrosine Phosphatase S
	-
	-
	-
	-
	4.17
	<0.0001

	CcBV_26.1
	protein-Tyrosine Phosphatase Δ
	-
	-
	-
	-
	4.06
	<0.001

	CcBV_26.7
	protein-Tyrosine Phosphatase ε
	-
	-
	-
	-
	3.76
	<0.001

	CcBV_1.5
	EP1-3
	-
	-
	-
	-
	3.72
	<0.001

	CcBV_1.8
	protein-Tyrosine Phosphatase M
	-
	-
	-
	-
	3.33
	<0.001

	CcBV_18.7
	hypothetical Protein
	-
	-
	-
	-
	3.27
	<0.001

	CcBV_1.4
	EP1-2
	-
	-
	-
	-
	3.12
	<0.01

	CcBV_18.5
	CRP2
	-
	-
	-
	-
	2.92
	<0.01

	CcBV_1.7
	protein-Tyrosine Phosphatase L
	-
	-
	-
	-
	2.88
	<0.01

	CcBV_1.2
	protein-Tyrosine Phosphatase I
	-
	-
	-
	-
	2.63
	<0.01

	CcBV_26.6
	protein-Tyrosine Phosphatase A
	-
	-
	-
	-
	2.6
	<0.01

	CcBV_1.10
	protein-Tyrosine Phosphatase Q
	-
	-
	-
	-
	2.21
	<0.01

	CcBV_10.3
	protein-Tyrosine Phosphatase T
	-
	-
	-
	-
	2.02
	<0.05

	CcBV_1.11
	protein-Tyrosine Phosphatase D
	-
	-
	-
	-
	2.00
	<0.05

	CcBV_7.3
	histone 4
	-
	-
	-
	-
	1.87
	<0.05

	CcBV_7.4
	protein-Tyrosine Phosphatase R
	-
	-
	-
	-
	1.61
	<0.05


Table 4. CcBV mRNA transcripts identified as having significantly altered abundance during at least one time point during parasitism. To be considered significant a p-value of less than 0.05 must have been achieved, and a fold change of at least 2. Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline. 
	
	
	Fold Change (log2)

	LOC#
	Protein
	Pre-Emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115447545
	Actin, muscle-type A2 
	[3/0]
	[0/3]
	2.01
	2.08

	LOC115455744
	Paramyosin, long form 
	3.68
	-3.56
	2.65
	2.04

	LOC115451171
	Tropomyosin-1 
	2.85
	-2.88
	2.22
	2.02

	LOC115446640
	Troponin I 
	2.46
	[0/3]
	2.69
	2.04

	LOC115442031
	Troponin T, skeletal muscle
	4.48
	-4.94
	2.54
	1.79

	LOC115456032
	Twitchin 
	3.83
	-2.86
	3.52
	1.96

	LOC115449243
	Unconventional myosin-Va 
	2
	-1.9
	3.2
	2.5

	LOC115444681
	Myosin light chain 1
	[3/0]
	-3.27
	2.35
	1.89

	LOC115447513
	LIM domain-binding protein 3
	2.81
	-2.65
	2.83
	0.5

	LOC115444875
	PDZ and LIM domain protein Zasp
	2.67
	-2.35
	2.94
	1.01

	LOC115443889
	Muscle-specific protein 20-like
	[3/0]
	[0/3]
	3.33
	0.67

	LOC115448529
	Flightin 
	[3/0]
	[0/3]
	0.52
	0.56

	LOC115453254
	Filamin-A
	[3/0]
	[0/3]
	-2.73
	3.16

	LOC115439755
	Myosin regulatory light chain 2 
	4.66
	[2/3]
	2.02
	2

	LOC115440915 
	Jupiter microtubule associated homolog 1-like
	-0.08
	[0/3]
	[0/3]
	[0/3]

	LOC115454499
	Hemicentin-2-like
	0.3
	[0/3]
	[0/3]
	[0/3]

	LOC115453237
	Wiskott-Aldrich syndrome protein family member 3 SCAR
	0.15
	[0/3]
	[2/3]
	[2/3]

	LOC119189930
	Myophilin-like
	[0/0]
	[3/0]
	[3/0]
	[3/0]

	LOC115452617
	Teneurin-a
	[0/0]
	[3/0]
	[3/0]
	[3/0]

	LOC115441485
	Atlastin
	0.008
	0.411
	-3.06
	-1.53

	LOC115449723
	Dynactin subunit 6
	-0.22
	0.42
	[0/3]
	-0.77

	LOC115453699
	Muscle LIM protein Mlp84B
	[3/2]
	[2/3]
	3.01
	1.17

	LOC115445275
	Vesicle transport protein SEC20 
	0.78
	-0.62
	[2/3]
	[0/3]

	LOC115448845
	Hemicentin-1-like 
	[0/3]
	-0.37
	-0.03
	0.19


Table 5. Cytoskeleton and ECM proteins identified as having significantly altered abundance during at least one time point during parasitism. Highlighted in red indicates an increased abundance at that timepoint, highlighted in blue indicates a reduced abundance at that timepoint. To be considered significant a p-value of less than 0.001 must have been achieved. P-values can be found in Table S4. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline. [#/#] Indicate incidents in which a protein was below detection limit in either the experimental group (numerator), or the baseline group (denominator), e.g. 0/3 in the Pre-emergence column means that 0 of the 3 biological replicates from Pre-emergent caterpillars had detectable amounts of a particular protein, but 3/3 of the control samples did.  


	
	
	Fold Change (log2)

	LOC#
	Gene
	Pre-Emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115446098
	actin, muscle-tyoe A2
	5.24
	-0.06
	-0.040
	-0.001

	LOC115453254
	filamin-A
	2.33
	-0.13
	-0.031
	-0.009

	LOC115453699
	muscle LIM protein 1
	4.41
	-0.08
	-0.047
	-0.002

	LOC115443891
	myophilin
	4.08
	-0.06
	-0.021
	-0.002

	LOC115447480
	myosin heavy chain, muscle
	4.83
	-0.06
	-0.041
	-0.001

	LOC115444681
	myosin light chain 1
	4.14
	-0.07
	-0.037
	-0.001

	LOC115439755
	myosin regulatory light chain 2
	3.65
	-0.10
	-0.058
	-0.003

	LOC115447152
	myosin-11
	1.60
	-0.12
	0.033
	0.002

	LOC115455744
	paramyosin, short form
	5.28
	-0.06
	-0.035
	-0.002

	LOC115442184
	titin, chromosome 6
	2.83
	-0.26
	-0.147
	-0.002

	LOC115444612
	titin, chromosome 5
	1.92
	-0.08
	0.027
	-0.006

	LOC115451171
	tropomyosin-1
	5.55
	-0.07
	-0.041
	-0.002

	LOC115455845
	troponin C, chromosome 10
	4.93
	-0.11
	-0.074
	-0.003

	LOC115443453
	troponin C, chromosome 17
	4.39
	-0.04
	-0.022
	-0.003

	LOC115446640
	troponin I
	4.94
	-0.06
	-0.035
	-0.002

	LOC115442031
	troponin T, skeletal muscle
	4.49
	-0.08
	-0.052
	-0.003

	LOC115453668
	tubulin beta chain
	1.79
	-0.01
	0.070
	0.008

	LOC115453764
	trichohyalin
	1.00
	1.65
	1.101
	1.296

	LOC115445019
	dynein heavy chain 16
	0.39
	1.58
	1.072
	1.154

	LOC115449724
	phosphatidylinositol 4-kinase beta
	0.01
	1.03
	1.401
	0.043

	LOC115445604
	dynein heavy chain 1
	-0.01
	1.91
	0.096
	1.565

	LOC115440787
	titin, chromosome 7
	0.02
	1.86
	0.146
	1.640

	LOC115439868
	hemicentin-2
	-0.14
	-1.89
	-1.613
	-0.807

	LOC115446957
	nidogen
	0.02
	-2.14
	-0.22
	0.01

	  LOC115456281
	integrin beta-6
	0.12
	0.08
	1.281
	0.060

	LOC115441482
	atlastin
	0.03
	-0.12
	-1.724
	-0.065

	LOC115450390
	cytoplasmic dynein 2 intermediate chain 1
	0.06
	-0.12
	-3.361
	-0.011

	LOC115447429
	hemicentin-1
	0.00
	-0.04
	-1.504
	-0.027

	LOC115441482
	atlastin
	0.03
	-0.12
	-1.72
	-0.06


	
	
	



Table 6. Cytoskeleton and ECM related mRNA transcripts identified as having significantly altered abundance at a minimum of one time point during parasitism. Highlighted in red indicates an upregulation at that timepoint, highlighted in blue indicates a downregulation at that timepoint. To be considered significant a p-value < 0.05 must have been achieved, and a fold change of at least 2. p-values can be found in Table S3. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline.
	
	
	



	 
	 
	Fold Change (log2)
	 

	LOC#
	Protein
	Pre-emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115442365
	Calcium-transporting ATPase sarcoplasmic/endoplasmic reticulum type
	2.59
	-2.24
	2.63
	0.41

	LOC115449101
	Protein rogdi
	[3/0]
	[0/3]
	0.04
	[0/3]

	LOC115441249
	GABA neurotransmitter transporter
	1.83
	-0.97
	-2.29
	-0.98

	LOC115444961
	Ankyrin repeat domain-containing protein 49
	[0/3]
	[2/0]
	[3/0]
	[2/0]

	LOC115442623
	TWiK family of potassium channels protein 7
	[0/3]
	[2/0]
	[1/3]
	[0/0]

	LOC115446162
	Calcineurin subunit B type 2
	[3/2]
	[2/3]
	1.96
	[2/3]

	LOC119191016
	Esterase E4-like
	-0.013
	-0.14
	-0.18
	1.96

	LOC115443168
	Tyrosine decarboxylase
	[2/3]
	-0.11
	[0/3]
	[2/3]


Table 7. Proteins being involved in neural function identified as having significantly altered abundance during at least one time point during parasitism. Highlighted in red indicates an increased abundance at that timepoint, highlighted in blue indicates a reduced abundance at that timepoint. To be considered significant the fold change must have been a minimum of 2 and a p-value of less than 0.001 must have been achieved. P-values can be found in Table S4. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline. [#/#] Indicate incidents in which a protein was below detection limit in either the experimental group (numerator), or the baseline group (denominator), e.g. 0/3 in the Pre-emergence column means that 0 of the 3 biological replicates from Pre-emergent caterpillars had detectable amounts of a particular protein, but 3/3 of the control samples did.  
	
	
	




	
	
	



 
	 
	 
	Fold Change (Log2)

	LOC#
	Gene
	Pre-emergence
	Emergent
	1-Day Post
	3-Days Post

	LOC115445366
	sodium/potassium-transporting ATPase subunit beta-1
	-1.03
	-1.83
	-1.125
	-0.04

	LOC115442260
	synaptic vesicle glycoprotein 2B
	0.00
	-0.16
	-1.730
	-0.04

	LOC115455538
	protein henna
	0.02
	3.26
	3.271
	1.51

	LOC119193692
	acetylcholinesterase-1-like
	0.03
	2.92
	2.479
	2.60

	LOC115450343
	acetylcholinesterase
	0.03
	2.73
	2.709
	3.28

	LOC119191009
	esterase E4-like
	0.01
	3.18
	3.725
	0.01

	LOC119191016
	esterase E4-like
	0.80
	1.52
	1.475
	0.90

	LOC115452938
	G-protein coupled receptor moody
	-0.01
	4.21
	0.148
	2.66

	LOC115450344
	esterase E4
	0.05
	1.45
	0.112
	2.48

	LOC115443415
	probable G-protein coupled receptor Mth-like 3
	0.01
	2.60
	0.138
	0.01

	LOC115440368
	pH-sensitive chloride channel 2
	-0.04
	1.56
	0.171
	0.04

	LOC115439876
	ankyrin repeat and zinc finger domain-containing protein 1
	0.06
	0.40
	1.273
	0.47


	
	
	



Table 8. mRNA transcripts involved in neural function identified as having significantly altered abundance at a minimum of one time point during parasitism. Highlighted in red indicates an upregulation at that timepoint, highlighted in blue indicates a downregulation at that timepoint. To be considered significant a p-value of less than 0.05 must have been achieved, and a fold change of at least 2. P-values can be found in Table S3. Pre-emergence groups were contrasted with unparasitized caterpillars as a baseline, whereas Emergent, 1-Day Post, and 3-Days Post, were contrasted with the Pre-emergence condition as baseline.
	
	
	








Table 9.  Sample Group information for RT-QPCR studies.   
	Experiment
	Groups
	N per group

	Early parasitism

	Unparasitized, 24-hours post parasitism 
	8

	Bracovirus PCR
	Unparasitized, Pre-emergence, emergence, post-emergence
	5

	RNA-Seq immune validation
	Unparasitized, Pre-emergence, post-emergence, Immune challenged
	12




Table 10. Forward and reverse gene primer sequences for target bracovirus genes, M. sexta immune genes and reference genes
	
	Forward Primer (5’ to 3’)
	Reverse Primer (5’ to 3’)
	% Efficiency

	Ubiquitin92
	AAAGCCAAGATTCAAGATAAG
	TTGTAGTCGGATAGCGTGCG
	94

	RpL17a93
	TCCGCATCTCACTGGGTCT
	CACGGCAATCACATACAGGTT
	98

	Cystatin-122
	TCGAGCGGCCGCAATGGGCAAGGAATATCGAG
	TGGCGCGGCCGCTTAACAATTTTCATATTCCCAAC
	98

	EP-194
	GCGCCCGTAGTGTCATTAATG
	CCCAGTACTTGATGCGCTTG
	101

	CcV1
	ATTCCTGGGCACCTCCAAG
	TGCAACGATCGATCCAGGTC
	104

	Hemolin95
	CAACCAAGCAACAACACAGG
	CAGCACAGGCATCTTCTCC
	96

	Gloverin
	CCCGCAATACGCTCAGATA
	TGCTGGAAGAGACCTTGGA
	91

	Attacin-195
	GCAGGCGACGACAAGAAC
	ATGCGTGTTGGTAAGAGTAGC
	94


 

