Table S4. Genes with transcripts enriched in fat body are generally depleted from Elav-GAL4>UAS-GFP::RpL10A polysome preparations.

	FlyBase ID
	Gene Name
	Chrom
	Whole Head Mean (Fkpm)
	SEM
	RpL10A IP Mean (Fkpm)
	SEM
	Fold Depletion

	FBgn0002564
	Lsp1gamma
	3L
	16.24
	1.67
	0.00
	0.00
	Inf

	FBgn0052192
	CG32192
	3L
	1.84
	0.40
	0.00
	0.00
	Inf

	FBgn0000640
	Fbp2
	2L
	14.16
	4.85
	0.33
	0.33
	42.82

	FBgn0000639
	Fbp1
	3L
	13.83
	4.69
	0.33
	0.33
	41.83

	FBgn0002562
	Lsp1alpha
	X
	7.69
	1.38
	0.33
	0.33
	23.25

	FBgn0028396
	TotA
	3R
	493.72
	91.68
	22.11
	2.84
	22.34

	FBgn0261451
	trol
	X
	700.26
	64.70
	38.96
	1.69
	17.97

	FBgn0039114
	Lsd-1
	3R
	113.53
	11.39
	10.90
	0.99
	10.42

	FBgn0040532
	CG8369
	3R
	185.95
	14.54
	30.04
	1.20
	6.19

	FBgn0036449
	bmm
	3L
	127.16
	6.34
	23.12
	2.20
	5.50

	FBgn0040732
	CG16926
	2R
	58.57
	1.96
	11.88
	0.95
	4.93

	FBgn0025456
	CREG
	3R
	123.15
	14.86
	26.07
	2.24
	4.72

	FBgn0029990
	CG2233
	X
	1400.15
	52.88
	356.37
	30.54
	3.93

	FBgn0031558
	CG16704
	2L
	47.90
	1.31
	12.88
	1.21
	3.72

	FBgn0000567
	Eip74EF
	3L
	95.93
	13.82
	26.42
	4.34
	3.63

	FBgn0260632
	dl
	2L
	67.76
	4.39
	19.49
	1.40
	3.48

	FBgn0023215
	Mnt
	X
	79.45
	14.26
	23.77
	1.03
	3.34

	FBgn0011274
	Dif
	2L
	99.41
	1.71
	33.02
	0.22
	3.01

	FBgn0040206
	krz
	3R
	35.65
	1.54
	12.22
	1.32
	2.92

	FBgn0023546
	Hr4
	X
	5.35
	1.10
	1.98
	0.01
	2.70

	FBgn0010381
	Drs
	3L
	130.23
	23.84
	49.82
	5.33
	2.61

	FBgn0044047
	Ilp6
	X
	24.96
	1.82
	9.57
	0.29
	2.61

	FBgn0037203
	slif
	3L
	25.10
	1.39
	9.90
	1.47
	2.54

	FBgn0030326
	CG2444
	X
	2.51
	0.21
	0.99
	0.01
	2.54

	FBgn0004914
	Hnf4
	2L
	65.84
	2.29
	26.41
	1.36
	2.49

	FBgn0001325
	Kr
	2R
	4.02
	0.37
	1.65
	0.34
	2.43

	FBgn0028990
	Spn27A
	2L
	53.96
	2.49
	22.44
	3.10
	2.40

	FBgn0025595
	GRHR
	2L
	29.16
	2.00
	13.20
	1.99
	2.21

	FBgn0000611
	exd
	X
	142.34
	3.05
	65.03
	4.19
	2.19

	FBgn0024308
	Smr
	X
	210.39
	31.66
	102.03
	3.03
	2.06

	FBgn0035542
	CG11347
	3L
	436.65
	9.79
	217.29
	3.53
	2.01

	FBgn0030608
	Lsd-2
	X
	287.62
	7.92
	157.76
	8.49
	1.82

	FBgn0261283
	HLH106
	3L
	176.31
	6.83
	97.11
	7.20
	1.82

	FBgn0013948
	Eip93F
	3R
	712.62
	74.36
	405.86
	5.77
	1.76

	FBgn0261244
	inaE
	X
	97.64
	2.93
	56.47
	1.26
	1.73

	FBgn0004510
	Ets97D
	3R
	8.21
	0.55
	5.28
	0.67
	1.55

	FBgn0037248
	Spargel
	3R
	13.21
	1.92
	10.23
	0.29
	1.29

	FBgn0003651
	svp
	3R
	47.71
	2.02
	38.95
	1.01
	1.22

	FBgn0002565
	Lsp2
	3L
	323.64
	46.30
	304.04
	51.80
	1.06

	FBgn0002723
	Met
	X
	48.22
	1.53
	48.52
	1.84
	0.99

	FBgn0000448
	Hr46
	2R
	74.37
	9.10
	77.27
	3.51
	0.96

	FBgn0053126
	NLaz
	2L
	56.24
	4.97
	61.74
	0.40
	0.91

	FBgn0011726
	tsr
	2R
	126.87
	3.83
	143.95
	2.76
	0.88

	FBgn0032400
	CG6770
	2L
	596.21
	33.70
	689.17
	6.06
	0.87

	FBgn0015240
	Hr96
	3R
	26.64
	1.74
	31.04
	1.00
	0.86

	FBgn0000568
	Eip75B
	3L
	150.77
	9.44
	204.11
	6.90
	0.74

	FBgn0040305
	MTF-1
	3L
	23.09
	1.19
	33.01
	1.94
	0.70

	FBgn0050420
	Atf-2
	2R
	111.47
	3.12
	164.70
	9.61
	0.68

	FBgn0002531
	Lcp1
	2R
	1.50
	0.22
	2.31
	0.32
	0.65

	FBgn0034398
	CG15098
	2R
	173.03
	5.09
	271.70
	6.23
	0.64

	FBgn0017545
	RpS3A
	4
	897.81
	36.55
	1453.72
	53.09
	0.62

	FBgn0002626
	RpL32
	3R
	191.34
	4.53
	376.66
	10.94
	0.51

	FBgn0033133
	Tsp42Ek
	2R
	7.88
	1.44
	16.51
	0.35
	0.48

	FBgn0261608
	RpL37A
	2L
	211.23
	8.75
	539.10
	22.85
	0.39

	FBgn0024733
	Qm
	3L
	560.34
	8.82
	1432.83
	57.27
	0.39

	FBgn0001224
	Hsp23
	3L
	28.98
	1.71
	134.03
	3.08
	0.22


All the genes highlighted in blue have transcripts that are significantly depleted in neurons compared to heads. Genes not highlighted have transcripts that are unchanged and genes highlighted in red have transcripts that are significantly enriched in neurons compared to heads.
