Additional File 1
Table S1. Software and parameters used for sequencing read quality control, trimming and aligning of RNA reads. 
	Software
	Version
	Parameters

	FastQC
	0.12.1
	Default 

	Trimmomatic
	0.36
	-phred 33 SLIDINGWINDOW:3:20 HEADCROP:10 MINLEN:20

	STAR
	2.7.7A
	--outSAMtype BAM SortedByCoordinate --quantMode GeneCounts

	HTStream
	1.3.1
	hts_SeqScreener









Additional File 2
Table S2: Summary statistics of purity, quantity and integrity of total whole blood RNA extracted from African savanna elephants. 
	
	Nanodrop
	Qubit
	Tape station

	Elephant
	A260/280 (AU)
	A260/230 (AU)
	Concentration (ng/µl)
	Total Yield (ng)
	RINe value

	1
	2.09
	1.13
	37.6
	2820
	8.4

	2
	2.28
	1.90
	36.4
	2730
	8.1

	3
	2.13
	1.87
	80
	6000
	7.7

	4
	2.12
	6.49
	94.2
	7065
	7.4


Total RNA was extracted from four free-ranging African savanna elephant whole blood samples stored in PAXgene® Blood RNA Tubes and extracted with the PAXgene Blood RNA Kit. Total RNA purity (A260/280 and A260/230 ratios) determined using a Nanodrop Spectrophotometer, concentration (ng/µL) and total yield (ng) determined using a Qubit fluorometer, and the RINe value determined using TapeStation are reported. AU - Absorbance Units; RINe - RNA Integrity Number equivalent 
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Figure S1. Electropherograms generated using the RNA TapeStation 4150 (Agilent) assay for total RNA extracted from African savanna elephant whole blood (orange) and the corresponding RNA after globin depletion (blue) for a) elephant 1, b) elephant 2, c) elephant 3 and d) elephant 4. Globin depletion was performed using the GLOBINclear™-Human Kit (Invitrogen™). 
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[bookmark: _Hlk216552145]Figure S2. MultiQC summary RNA-seq data before and after adapter removal, base quality filtering and read length filtering (reads < 20 bp), assessed using FastQC (v0.12.1). A. Mean per-base quality scores (Phred score) across read positions for raw reads prior to processing. B. Distribution of raw reads by mean sequence quality (Phred score) prior to processing. C. Mean per-base quality scores (Phred score) across read position (bp) for processed reads following filtering. D. Distribution of processed reads by mean sequence quality (Phred score) following filtering.
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