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Table S1: Gene order and composition of the complete mitochondrial genome of the lesser mealworm collected in Kenya.
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Table S2: Nucleotide composition of the dark lesser mealworm mitogenome
	Dark Lesser mealworm

	Region
	A%
	C%
	G%
	T%
	A+T%
	G+C%
	AT-skew
	GC-skew
	Size (bp)

	COI
	29.3
	21.4
	16
	33.3
	62.6
	37.4
	-0.1
	-0.1
	1,548

	COII
	34
	19.9
	13.2
	32.8
	66.8
	33.1
	0
	-0.3
	688

	COIII
	31.8
	20.6
	14.6
	32.9
	64.7
	35.3
	0
	-0.6
	785

	ATP6
	33.5
	21.2
	11.7
	33.6
	67.1
	32.9
	0
	-0.3
	678

	ATP8
	39.1
	20.5
	5.1
	35.3
	74.4
	25.6
	0
	-0.2
	156

	CYTB
	31.8
	23.1
	13.9
	31.3
	63.1
	36.9
	0
	-0.2
	1140

	ND1
	22.9
	11.9
	18.5
	46.7
	69.6
	30.4
	0.2
	-0.3
	687

	ND2
	36.1
	19.6
	11.7
	32.6
	68.7
	31.3
	0.3
	-0.4
	1,011

	ND3
	34.5
	20.2
	9
	36.4
	70.9
	29.1
	0.3
	-0.5
	357

	ND4
	21.8
	10.9
	18.7
	48.5
	70.3
	29.1
	-0.1
	-0.5
	1335

	ND4L
	21.5
	7.3
	20.5
	50.7
	72.2
	27.8
	-0.1
	-0.2
	288

	ND5
	25.4
	10.8
	17.9
	45.9
	71.3
	28.7
	0.3
	-0.2
	1796

	ND6
	40.4
	18.2
	8.5
	32.9
	73.3
	26.7
	0.1
	-0.4
	495

	16s rRNA
	31
	8.1
	16
	44.9
	75.9
	24.1
	0.1
	-0.3
	1307

	12s rRNA
	29.2
	8.1
	18.5
	44.2
	73.4
	26.6
	0
	-0.3
	767

	PCGs
	29.6
	17.1
	15
	38.3
	67.9
	32.1
	0.1
	-0.3
	10,964

	tRNAs
	38.4
	11.3
	14.4
	36
	74.4
	25.7
	0.1
	-0.2
	1438

	rRNAs
	30.3
	8.1
	16.9
	44.6
	74.9
	25
	0.1
	-0.4
	2074

	AT-rich region
	41.4
	13
	9.4
	36.2
	77.6
	22.3
	-0.1
	-0.3
	886

	Complete mtDNA
	39.8
	18.6
	11.3
	30
	70
	30
	0
	-0.3
	15509
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Figure S1: Predicted secondary clover-leaf structures of the 22 tRNAs



Figure S2: Bacterial Abundance at Family level across the 3 dietary treatments


Bacterial abundance at Family level
Enterobacteriaceae	Control	PS	PS_Bran	3141	19842	48098	Streptococcaceae	Control	PS	PS_Bran	5	372	4691	Xanthomonadaceae	Control	PS	PS_Bran	769	1245	2747	Enterococcaceae	Control	PS	PS_Bran	47	2739	915	Pectobacteriaceae	Control	PS	PS_Bran	18	1655	428	Erwiniaceae	Control	PS	PS_Bran	27	490	1294	Staphylococcaceae	Control	PS	PS_Bran	1257	42	36	Diet Type

% Cumulative abundance
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#Seq_id Start End Length(bp)DirectionType Gene_name Gene_product

k141_862409 1 688 687- CDS ND1 NADH dehydrogenase subunit 1

k141_862409 686 750 65- tRNA trnL(uag) tRNA-Leu

k141_862409 713 2019 1307- rRNA l-rRNA 16S ribosomal RNA

k141_862409 2029 2097 69- tRNA trnV(uac) tRNA-Val

k141_862409 2098 2864 767- rRNA s-rRNA 12S ribosomal RNA

k141_862409 3749 3813 65+ tRNA trnI(gau) tRNA-Ile

k141_862409 3811 3879 69- tRNA trnQ(uug) tRNA-Gln

k141_862409 3879 3947 69+ tRNA trnM(cau) tRNA-Met

k141_862409 3948 4958 1011+ CDS ND2 NADH dehydrogenase subunit 2

k141_862409 4960 5026 67+ tRNA trnW(uca) tRNA-Trp

k141_862409 5030 5090 61- tRNA trnC(gca) tRNA-Cys

k141_862409 5113 5177 65- tRNA trnY(gua) tRNA-Tyr

k141_862409 5170 6717 1548+ CDS COX1 cytochrome c oxidase subunit  I

k141_862409 6713 6777 65+ tRNA trnL(uaa) tRNA-Leu

k141_862409 6778 7465 688+ CDS COX2 cytochrome c oxidase subunit  II

k141_862409 7466 7535 70+ tRNA trnK(cuu) tRNA-Lys

k141_862409 7537 7601 65+ tRNA trnD(guc) tRNA-Asp

k141_862409 7602 7757 156+ CDS ATP8 ATP synthase F0 subunit 8

k141_862409 7745 8422 678+ CDS ATP6 ATP synthase F0 subunit 6

k141_862409 8422 9206 785+ CDS COX3 cytochrome c oxidase subunit  III

k141_862409 9206 9267 62+ tRNA trnG(ucc) tRNA-Gly

k141_862409 9265 9621 357+ CDS ND3 NADH dehydrogenase subunit 3

k141_862409 9620 9685 66+ tRNA trnA(ugc) tRNA-Ala

k141_862409 9685 9749 65+ tRNA trnR(ucg) tRNA-Arg

k141_862409 9749 9813 65+ tRNA trnN(guu) tRNA-Asn

k141_862409 9814 9871 58+ tRNA trnS(ucu) tRNA-Ser

k141_862409 9872 9937 66+ tRNA trnE(uuc) tRNA-Glu

k141_862409 9922 11717 1796- CDS ND5 NADH dehydrogenase subunit 5

k141_862409 9936 10000 65- tRNA trnF(gaa) tRNA-Phe

k141_862409 11715 11779 65- tRNA trnH(gug) tRNA-His

k141_862409 11779 13113 1335- CDS ND4 NADH dehydrogenase subunit 4

k141_862409 13107 13394 288- CDS ND4L NADH dehydrogenase subunit 4 L

k141_862409 13397 13458 62+ tRNA trnT(ugu) tRNA-Thr

k141_862409 13459 13524 66- tRNA trnP(ugg) tRNA-Pro

k141_862409 13527 14021 495+ CDS ND6 NADH dehydrogenase subunit 6

k141_862409 14021 15160 1140+ CDS CYTB cytochrome b

k141_862409 15159 15226 68+ tRNA trnS(uga) tRNA-Ser
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