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Table S1. Primers and oligonucleotides used in RT-qPCR and northern blotting assays.

	Use
	Specificity
	Name
	5’-3’ Sequence 

	RT-qPCR
	Delta-amastin-1
	RT-Lb-DAmastin1-F
	GCAGTACATCACCCCCAACA

	
	
	RT-Lb-DAmastin1-R
	CCTCCTCCACAAGAAGTCGG

	
	Delta-amastin-2
	RT-Lb-DAmastin2-F
	CGTTCTTGTTGGTGCTGGTG

	
	
	RT-Lb-DAmastin2-R
	CCACAACGTCAAACAGCCTG

	
	G6PDH
	RT_Lb_G6PDH_F
	TGTCTGTGGGAGCATTCG

	
	
	RT_Lb_G6PDH_R
	GGCGGAACTGTTGGTGTC

	Northern
	LbrM2903_33_lncRNA177
	LbrM2903_33_lncRNA177_O
	AAGAGAGTTCCTGAGGATAGTCTGA

	
	LbrM2903_32_lncRNA243
	LbrM2903_32_lncRNA243_O
	TCACGCAGAGAGAAACACTTATACA

	
	LbrM2903_33_lncRNA289
	LbrM2903_33_lncRNA289_O
	AAAAAGCTGGGTAAGGGAAAAATGT

	
	LbrM2903_30_lncRNA54
	LbrM2903_30_lncRNA54_F
	AAAGGAGAGTCACGACGCAT

	
	LbrM2903_30_lncRNA54
	LbrM2903_30_lncRNA54_R
	TCTCTCCCCCTTTCCCTTCA

	
	LbrM2903_34_lncRNA380
	LbrM2903_34_lncRNA380_F
	TGGCTTTGTGCAGCTTTTCC

	
	LbrM2903_34_lncRNA380
	LbrM2903_34_lncRNA380_R
	ACGCTCTCGGCTTCTATTCG

	
	LbrM2903_23_lncRNA173
	LbrM2903_23_lncRNA173_F
	TCCTCATGCTGGCGTGTATC

	
	LbrM2903_23_lncRNA173
	LbrM2903_23_lncRNA173_R
	ACACATGGCGATGAGAAGCA





Table S2. Highly abundant transcripts common to different Leishmania developmental stages.
	PRO / META

	LBRM2903_170005400.1
	hypothetical protein, conserved

	LBRM2903_200046400.1
	60S ribosomal protein L21, putative

	LBRM2903_250015000.1
	eukaryotic initiation factor 5a, putative

	LBRM2903_300040800.1
	60S ribosomal protein L9, putative

	LBRM2903_300043500.1
	40S ribosomal protein S14

	LBRM2903_320010000.1
	ribosomal protein S5, putative

	LBRM2903_330029300.1
	60S ribosomal protein L37

	LBRM2903_330043800.1
	60S ribosomal protein L44, putative

	LBRM2903_340024700.1
	60S ribosomal protein L36, putative

	LBRM2903_340026400.1
	60S ribosomal protein L32

	LBRM2903_350017800.1
	ribosomal protein L24, putative

	
	

	META / AMA

	LBRM2903_010013700.1
	eukaryotic initiation factor 4a, putative

	LBRM2903_070019400.1
	nucleolar RNA-binding protein, putative

	LBRM2903_080005000.1
	Amastin surface glycoprotein, putative

	LBRM2903_130018800.1
	SPRY domain/HECT-domain (ubiquitin-transferase), putative

	LBRM2903_220007300.1
	hypothetical protein, conserved

	LBRM2903_350075700.1
	Sugar (and other) transporter, putative

	
	

	PRO / AMA

	LBRM2903_300045100.1
	60S acidic ribosomal protein P2, putative

	
	

	PRO / META / AMA

	LBRM2903_020005000.1
	Core histone H2A/H2B/H3/H4, putative

	LBRM2903_020011400.1
	hypothetical protein, conserved

	LBRM2903_030007500.1
	ribosomal protein L38, putative

	LBRM2903_040010200.1
	60S ribosomal protein L11 (L5, L16)

	LBRM2903_040013800.1
	nascent polypeptide associated complex subunit- like protein, copy 2

	LBRM2903_040014600.1
	Epidermal growth factor-like domain, putative

	LBRM2903_060011600.1
	60S ribosomal protein L23a, putative

	LBRM2903_070012100.1
	60S ribosomal protein L7a, putative

	LBRM2903_110013300.1
	Ribosomal protein S7p/S5e, putative

	LBRM2903_110016700.1
	40S ribosomal protein S15A, putative

	LBRM2903_130007300.2
	Tubulin C-terminal domain containing protein, putative

	LBRM2903_130007400.1
	Tubulin C-terminal domain containing protein, putative

	LBRM2903_130007500.1
	alpha tubulin

	LBRM2903_130008300.1
	hypothetical protein, conserved

	LBRM2903_130009200.1
	40S ribosomal protein S12, putative

	LBRM2903_140007000.1
	Thioredoxin-like, putative

	LBRM2903_150013900.1
	40S ribosomal protein S3, putative

	LBRM2903_160010600.1
	hypothetical protein, conserved

	LBRM2903_160010800.1
	hypothetical protein, conserved

	LBRM2903_160010900.1
	Reverse transcriptase (RNA-dependent DNA polymerase), putative

	LBRM2903_160012000.1
	hypothetical protein, conserved

	LBRM2903_160012100.1
	hypothetical protein, conserved

	LBRM2903_160014400.1
	N-terminal region of Chorein, a TM vesicle-mediated sorter, putative

	LBRM2903_170006200.1
	elongation factor 1-alpha

	LBRM2903_170021100.1
	translation initiation factor, putative

	LBRM2903_190008300.1
	histone H2B

	LBRM2903_210012600.1
	60S ribosomal protein L36, putative

	LBRM2903_220005400.1
	60S ribosomal protein L11 (L5, L16)

	LBRM2903_220009600.1
	40S ribosomal protein S15, putative

	LBRM2903_250015000.1
	eukaryotic initiation factor 5a, putative

	LBRM2903_260022300.1
	40S ribosomal protein S33, putative

	LBRM2903_270018800.1
	hypothetical protein

	LBRM2903_270020800.1
	60S acidic ribosomal subunit protein, putative

	LBRM2903_280015900.1
	40S ribosomal protein S14

	LBRM2903_280016700.1
	ribosomal protein S20, putative

	LBRM2903_280036800.1
	WD domain, G-beta repeat, putative

	LBRM2903_280036900.1
	WD domain, G-beta repeat, putative

	LBRM2903_280037000.1
	receptor for activated C kinase 1

	LBRM2903_280037200.1
	Hsp70 protein, putative

	LBRM2903_280037300.1
	heat-shock protein hsp70, putative

	LBRM2903_290018400.1
	ribosomal protein L1a, putative

	LBRM2903_290035900.1
	hypothetical protein

	LBRM2903_290037000.1
	40S ribosomal protein S19-like protein

	LBRM2903_300039200.1
	ribosomal protein S26, putative

	LBRM2903_300044200.1
	ribosomal protein L15, putative

	LBRM2903_300045000.1
	60S acidic ribosomal protein P2, putative

	LBRM2903_310006100.1
	40S ribosomal protein S15A, putative

	LBRM2903_310019300.1
	hypothetical protein, conserved

	LBRM2903_310031200.1
	ubiquitin-fusion protein

	LBRM2903_320009800.1
	60S ribosomal protein L17, putative

	LBRM2903_320019600.1
	histone H2A

	LBRM2903_330013900.1
	hypothetical protein

	LBRM2903_330014000.1
	Tubulin C-terminal domain containing protein, putative

	LBRM2903_330014300.1
	beta tubulin

	LBRM2903_340007800.1
	60S ribosomal protein L30

	LBRM2903_340026400.1
	60S ribosomal protein L32

	LBRM2903_340040600.1
	60S ribosomal subunit protein L31, putative

	LBRM2903_340040700.1
	Ribosomal protein L31e, putative

	LBRM2903_350012500.1
	ubiquitin/ribosomal protein S27a, putative

	LBRM2903_350027700.1
	ribosomal protein L37a, putative

	LBRM2903_350039300.1
	40S ribosomal protein S24e

	LBRM2903_350044400.1
	60S ribosomal protein L22, putative

	LBRM2903_350050300.1
	basic transcription factor 3a, putative

	
	

	PRO

	LBRM2903_080016500.1
	hypothetical protein, conserved

	LBRM2903_180018800.1
	bifunctional aminoacyl-tRNA synthetase, putative

	LBRM2903_180020200.1
	heat shock protein 110, putative

	LBRM2903_260022200.1
	40S ribosomal protein S33, putative

	LBRM2903_260026300.1
	ribosomal protein L38, putative

	LBRM2903_280011100.1
	ribosomal protein S26, putative

	LBRM2903_300013600.1
	40S ribosomal protein S30, putative

	LBRM2903_320010100.1
	40S ribosomal protein S2

	LBRM2903_320019700.1
	Core histone H2A/H2B/H3/H4, putative

	LBRM2903_340046900.1
	60S ribosomal protein L27A/L29, putative

	
	

	META

	LBRM2903_070011800.1
	Dynein heavy chain, N-terminal region 2, putative

	LBRM2903_080014300.1
	hypothetical protein, conserved

	LBRM2903_330013000.1
	60S ribosomal protein L6, putative

	LBRM2903_330013100.1
	Ribosomal protein L6e, putative

	LBRM2903_350027800.1
	inosine-guanosine transporter

	
	

	AMA

	LBRM2903_060020100.1
	folate/biopterin transporter, putative

	LBRM2903_080005100.1
	Amastin surface glycoprotein, putative

	LBRM2903_080005200.1
	Amastin surface glycoprotein, putative

	LBRM2903_130010900.1
	kinesin, putative

	LBRM2903_160007000.1
	hypothetical protein, conserved

	LBRM2903_200018900.1
	Amastin surface glycoprotein, putative

	LBRM2903_200019300.1
	hypothetical protein

	LBRM2903_200042200.1
	amastin-like protein

	LBRM2903_200056100.1
	amastin-like surface protein, putative

	LBRM2903_270019300.1
	hypothetical protein

	LBRM2903_350024600.1
	universal minicircle sequence binding protein (UMSBP), putative
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Table S3. Enriched GO terms for upregulated genes in PROvsMETA comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0006412
	5,79E-50
	translation

	
	GO:0006457
	1,13E-09
	protein folding

	
	GO:0006334
	4,12E-09
	nucleosome assembly

	
	GO:0006414
	2,41E-06
	translational elongation

	
	GO:0044267
	6,27E-06
	cellular protein metabolic process

	
	GO:0015991
	1,86E-05
	ATP hydrolysis coupled proton transport

	
	GO:0051603
	1,19E-03
	proteolysis involved in cellular protein catabolic process

	
	GO:0007017
	1,28E-03
	microtubule-based process

	
	GO:0006888
	4,92E-03
	ER to Golgi vesicle-mediated transport

	
	GO:0015986
	5,33E-03
	ATP synthesis coupled proton transport

	
	GO:0006265
	1,53E-02
	DNA topological change

	
	GO:0045454
	1,88E-02
	cell redox homeostasis

	
	GO:0006614
	2,27E-02
	SRP-dependent cotranslational protein targeting to membrane

	
	GO:0030163
	2,44E-02
	protein catabolic process

	
	GO:0006165
	3,41E-02
	nucleoside diphosphate phosphorylation

	
	GO:0006183
	3,41E-02
	GTP biosynthetic process

	
	GO:0006228
	3,41E-02
	UTP biosynthetic process

	
	GO:0006241
	3,41E-02
	CTP biosynthetic process

	
	GO:0006952
	3,59E-02
	defense response

	
	GO:0008284
	3,59E-02
	positive regulation of cell proliferation

	Cellular component
	GO:0005840
	3,12E-46
	ribosome

	
	GO:0000786
	1,51E-10
	nucleosome

	
	GO:0015935
	1,57E-04
	small ribosomal subunit

	
	GO:0005634
	9,89E-04
	nucleus

	
	GO:0005839
	1,19E-03
	proteasome core complex

	
	GO:0005875
	1,28E-03
	microtubule associated complex

	
	GO:0019773
	2,76E-03
	proteasome core complex, alpha-subunit complex

	
	GO:0015934
	3,24E-03
	large ribosomal subunit

	
	GO:0030127
	7,62E-03
	COPII vesicle coat

	
	GO:0031514
	8,50E-03
	motile cilium

	
	GO:0016272
	1,32E-02
	prefoldin complex

	
	GO:0005737
	2,00E-02
	cytoplasm

	
	GO:0033180
	2,74E-02
	proton-transporting V-type ATPase, V1 domain

	
	GO:0005853
	3,39E-02
	eukaryotic translation elongation factor 1 complex

	
	GO:0033177
	3,57E-02
	proton-transporting two-sector ATPase complex, proton-transporting domain

	
	GO:0030286
	4,57E-02
	dynein complex

	Molecular function
	GO:0003735
	2,67E-52
	structural constituent of ribosome

	
	GO:0004298
	3,21E-06
	threonine-type endopeptidase activity

	
	GO:0051082
	5,07E-04
	unfolded protein binding

	
	GO:0046961
	8,95E-04
	proton-transporting ATPase activity, rotational mechanism

	
	GO:0003746
	9,10E-04
	translation elongation factor activity

	
	GO:0015078
	1,94E-03
	hydrogen ion transmembrane transporter activity

	
	GO:0005509
	3,01E-03
	calcium ion binding

	
	GO:0046933
	5,33E-03
	proton-transporting ATP synthase activity, rotational mechanism

	
	GO:0003755
	7,71E-03
	peptidyl-prolyl cis-trans isomerase activity

	
	GO:0005516
	1,35E-02
	calmodulin binding

	
	GO:0003918
	2,23E-02
	DNA topoisomerase type II (ATP-hydrolyzing) activity

	
	GO:0003677
	2,63E-02
	DNA binding

	
	GO:0000049
	3,12E-02
	tRNA binding

	
	GO:0004550
	3,41E-02
	nucleoside diphosphate kinase activity

	
	GO:0017111
	3,51E-02
	nucleoside-triphosphatase activity

	
	GO:0019843
	3,54E-02
	rRNA binding

	
	GO:0004252
	4,18E-02
	serine-type endopeptidase activity

	
	GO:0000062
	4,37E-02
	fatty-acyl-CoA binding



[bookmark: _Toc357897157]Table S4. Enriched GO terms for downregulated genes in AMAvsPRO comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0006412
	3.92E-29
	translation

	
	GO:0006457
	2.26E-07
	protein folding

	
	GO:0006334
	4.38E-07
	nucleosome assembly

	
	GO:0044267
	3.24E-05
	cellular protein metabolic process

	
	GO:0015991
	6.37E-04
	ATP hydrolysis coupled proton transport

	
	GO:0006414
	8.35E-04
	translational elongation

	
	GO:0051603
	2.33E-03
	proteolysis involved in cellular protein catabolic process

	
	GO:0007017
	2.39E-03
	microtubule-based process

	
	GO:0007018
	9.58E-03
	microtubule-based movement

	
	GO:0015986
	9.71E-03
	ATP synthesis coupled proton transport

	
	GO:0006413
	1.46E-02
	translational initiation

	
	GO:0051258
	2.20E-02
	protein polymerization

	
	GO:0006284
	4.40E-02
	base-excision repair

	
	GO:0006165
	4.80E-02
	nucleoside diphosphate phosphorylation

	
	GO:0006183
	4.80E-02
	GTP biosynthetic process

	
	GO:0006228
	4.80E-02
	UTP biosynthetic process

	
	GO:0006241
	4.80E-02
	CTP biosynthetic process

	
	GO:0006952
	4.91E-02
	defense response

	
	GO:0008284
	4.91E-02
	positive regulation of cell proliferation

	
	GO:0030163
	4.97E-02
	protein catabolic process

	Cellular component
	GO:0005840
	7.73E-25
	ribosome

	
	GO:0000786
	4.12E-08
	nucleosome

	
	GO:0005737
	2.25E-06
	cytoplasm

	
	GO:0015935
	2.50E-05
	small ribosomal subunit

	
	GO:0030286
	4.36E-04
	dynein complex

	
	GO:0005839
	2.33E-03
	proteasome core complex

	
	GO:0005875
	2.39E-03
	microtubule associated complex

	
	GO:0031514
	3.25E-03
	motile cilium

	
	GO:0019773
	4.96E-03
	proteasome core complex, alpha-subunit complex

	
	GO:0015934
	6.38E-03
	large ribosomal subunit

	
	GO:0005634
	8.27E-03
	nucleus

	
	GO:0005829
	1.23E-02
	cytosol

	
	GO:0005643
	2.17E-02
	nuclear pore

	
	GO:0043234
	2.20E-02
	protein complex

	
	GO:0016272
	2.29E-02
	prefoldin complex

	
	GO:0030126
	3.68E-02
	COPI vesicle coat

	
	GO:0033180
	4.33E-02
	proton-transporting V-type ATPase, V1 domain

	
	GO:0005853
	4.79E-02
	eukaryotic translation elongation factor 1 complex

	Molecular function
	GO:0003735
	2.45E-31
	structural constituent of ribosome

	
	GO:0004298
	1.13E-05
	threonine-type endopeptidase activity

	
	GO:0051082
	5.67E-05
	unfolded protein binding

	
	GO:0046961
	2.02E-03
	proton-transporting ATPase activity, rotational mechanism

	
	GO:0003743
	2.46E-03
	translation initiation factor activity

	
	GO:0005509
	5.47E-03
	calcium ion binding

	
	GO:0003777
	9.58E-03
	microtubule motor activity

	
	GO:0046933
	9.71E-03
	proton-transporting ATP synthase activity, rotational mechanism

	
	GO:0003746
	2.08E-02
	translation elongation factor activity

	
	GO:0015078
	2.30E-02
	hydrogen ion transmembrane transporter activity

	
	GO:0005516
	3.01E-02
	calmodulin binding

	
	GO:0005506
	3.18E-02
	iron ion binding

	
	GO:0019239
	4.08E-02
	deaminase activity

	
	GO:0008536
	4.17E-02
	Ran GTPase binding

	
	GO:0000049
	4.61E-02
	tRNA binding

	
	GO:0004550
	4.80E-02
	nucleoside diphosphate kinase activity

	
	GO:0019843
	4.88E-02
	rRNA binding




Table S5. Enriched GO terms for downregulated genes in PROvsMETA comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0006468
	5.49E-13
	protein phosphorylation

	
	GO:0007155
	4.70E-12
	cell adhesion

	
	GO:0044081
	2.45E-09
	modulation by symbiont of host nitric oxide-mediated signal transduction

	
	GO:0075130
	2.45E-09
	modulation by symbiont of host protein kinase-mediated signal transduction

	
	GO:0055085
	6.69E-07
	transmembrane transport

	
	GO:0006508
	3.44E-04
	proteolysis

	
	GO:0006470
	6.09E-03
	protein dephosphorylation

	
	GO:0000079
	1.59E-02
	regulation of cyclin-dependent protein serine/threonine kinase activity

	
	GO:0008643
	1.66E-02
	carbohydrate transport

	
	GO:0009435
	1.83E-02
	NAD biosynthetic process

	
	GO:0043087
	2.77E-02
	regulation of GTPase activity

	
	GO:0019752
	2.82E-02
	carboxylic acid metabolic process

	
	GO:0006629
	4.91E-02
	lipid metabolic process

	
	GO:0005975
	4.93E-02
	carbohydrate metabolic process

	Cellular component
	GO:0042025
	2.45E-09
	host cell nucleus

	
	GO:0016020
	1.80E-08
	membrane

	
	GO:0016021
	2.58E-04
	integral component of membrane

	
	GO:0000139
	1.66E-02
	Golgi membrane

	Molecular function
	GO:0004672
	2.59E-12
	protein kinase activity

	
	GO:0008160
	2.45E-09
	protein tyrosine phosphatase activator activity

	
	GO:0004222
	2.94E-07
	metalloendopeptidase activity

	
	GO:0046872
	1.56E-06
	metal ion binding

	
	GO:0005524
	2.95E-03
	ATP binding

	
	GO:0016773
	3.25E-03
	phosphotransferase activity, alcohol group as acceptor

	
	GO:0003993
	4.54E-03
	acid phosphatase activity

	
	GO:0005543
	7.32E-03
	phospholipid binding

	
	GO:0008138
	7.64E-03
	protein tyrosine/serine/threonine phosphatase activity

	
	GO:0008270
	9.31E-03
	zinc ion binding

	
	GO:0030170
	1.22E-02
	pyridoxal phosphate binding

	
	GO:0046873
	1.57E-02
	metal ion transmembrane transporter activity

	
	GO:0019901
	1.59E-02
	protein kinase binding

	
	GO:0005351
	1.66E-02
	sugar:proton symporter activity

	
	GO:0008234
	2.64E-02
	cysteine-type peptidase activity

	
	GO:0016831
	2.82E-02
	carboxy-lyase activity

	
	GO:0016772
	3.22E-02
	transferase activity, transferring phosphorus-containing groups

	
	GO:0005096
	4.09E-02
	GTPase activator activity

	
	GO:0004519
	4.28E-02
	endonuclease activity

	
	GO:0004553
	4.39E-02
	hydrolase activity, hydrolyzing O-glycosyl compounds



[bookmark: _Toc357897159]Table S6. Enriched GO terms for downregulated genes in METAvsAMA comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0055085
	4.10E-05
	transmembrane transport

	
	GO:0006071
	4.36E-03
	glycerol metabolic process

	
	GO:0006629
	5.06E-03
	lipid metabolic process

	
	GO:0010038
	7.34E-03
	response to metal ion

	
	GO:0006334
	1.77E-02
	nucleosome assembly

	
	GO:0006468
	4.05E-02
	protein phosphorylation

	
	GO:0044081
	4.18E-02
	modulation by symbiont of host nitric oxide-mediated signal transduction

	
	GO:0075130
	4.18E-02
	modulation by symbiont of host protein kinase-mediated signal transduction

	
	GO:0046939
	4.31E-02
	nucleotide phosphorylation

	
	GO:0006308
	4.31E-02
	DNA catabolic process

	
	GO:0006310
	4.48E-02
	DNA recombination

	
	GO:0006817
	4.51E-02
	phosphate ion transport

	Cellular component
	GO:0016020
	5.65E-03
	membrane

	
	GO:0016021
	9.15E-03
	integral component of membrane

	
	GO:0000786
	1.34E-02
	nucleosome

	
	GO:0005634
	2.64E-02
	nucleus

	
	GO:0042025
	4.18E-02
	host cell nucleus

	Molecular function
	GO:0004806
	5.19E-03
	triglyceride lipase activity

	
	GO:0008270
	1.05E-02
	zinc ion binding

	
	GO:0015250
	1.31E-02
	water channel activity

	
	GO:0003747
	1.36E-02
	translation release factor activity

	
	GO:0004672
	3.07E-02
	protein kinase activity

	
	GO:0008324
	3.13E-02
	cation transmembrane transporter activity

	
	GO:0008160
	4.18E-02
	protein tyrosine phosphatase activator activity

	
	GO:0003677
	4.23E-02
	DNA binding

	
	GO:0005315
	4.51E-02
	inorganic phosphate transmembrane transporter activity



[bookmark: _Toc357897160]Table S7. Enriched GO terms for upregulated genes in AMAvsPRO comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0007155
	3.96E-14
	cell adhesion

	
	GO:0044081
	2.74E-10
	modulation by symbiont of host nitric oxide-mediated signal transduction

	
	GO:0075130
	2.74E-10
	modulation by symbiont of host protein kinase-mediated signal transduction

	
	GO:0006468
	1.11E-08
	protein phosphorylation

	
	GO:0055085
	5.66E-04
	transmembrane transport

	
	GO:0006508
	8.50E-04
	proteolysis

	
	GO:0006629
	6.26E-03
	lipid metabolic process

	
	GO:0006817
	9.81E-03
	phosphate ion transport

	
	GO:0006071
	1.20E-02
	glycerol metabolic process

	
	GO:0007205
	1.58E-02
	protein kinase C-activating G-protein coupled receptor signaling pathway

	
	GO:0043087
	1.95E-02
	regulation of GTPase activity

	
	GO:0008643
	2.49E-02
	carbohydrate transport

	Cellular component
	GO:0042025
	2.74E-10
	host cell nucleus

	
	GO:0016020
	8.62E-10
	membrane

	
	GO:0016021
	1.89E-03
	integral component of membrane

	
	GO:0000139
	2.49E-02
	Golgi membrane

	Molecular function
	GO:0008160
	2.74E-10
	protein tyrosine phosphatase activator activity

	
	GO:0004222
	1.22E-08
	metalloendopeptidase activity

	
	GO:0004672
	1.49E-08
	protein kinase activity

	
	GO:0008270
	2.40E-06
	zinc ion binding

	
	GO:0046872
	2.50E-04
	metal ion binding

	
	GO:0016773
	2.56E-03
	phosphotransferase activity, alcohol group as acceptor

	
	GO:0004386
	8.82E-03
	helicase activity

	
	GO:0005315
	9.81E-03
	inorganic phosphate transmembrane transporter activity

	
	GO:0004143
	1.58E-02
	diacylglycerol kinase activity

	
	GO:0005524
	2.21E-02
	ATP binding

	
	GO:0015250
	2.30E-02
	water channel activity

	
	GO:0005351
	2.49E-02
	sugar:proton symporter activity

	
	GO:0004806
	2.55E-02
	triglyceride lipase activity

	
	GO:0046873
	2.63E-02
	metal ion transmembrane transporter activity

	
	GO:0003747
	2.81E-02
	translation release factor activity

	
	GO:0005215
	2.91E-02
	transporter activity

	
	GO:0005096
	3.02E-02
	GTPase activator activity

	
	GO:0008234
	4.10E-02
	cysteine-type peptidase activity

	
	GO:0005543
	4.85E-02
	phospholipid binding



[bookmark: _Toc357897158]Table S8. Enriched GO terms for upregulated genes in METAvsAMA comparison.
	Ontology
	ID category
	p value
	Function

	Biological process
	GO:0006412
	9.53E-04
	translation

	
	GO:0006096
	1.25E-03
	glycolytic process

	
	GO:0006952
	3.23E-03
	defense response

	
	GO:0008284
	3.23E-03
	positive regulation of cell proliferation

	
	GO:0051603
	6.81E-03
	proteolysis involved in cellular protein catabolic process

	
	GO:0009165
	7.88E-03
	nucleotide biosynthetic process

	
	GO:0051258
	8.07E-03
	protein polymerization

	
	GO:0055114
	9.55E-03
	oxidation-reduction process

	
	GO:0007018
	1.03E-02
	microtubule-based movement

	
	GO:0042759
	2.24E-02
	long-chain fatty acid biosynthetic process

	
	GO:0007017
	2.43E-02
	microtubule-based process

	
	GO:0006108
	2.56E-02
	malate metabolic process

	
	GO:0030163
	2.67E-02
	protein catabolic process

	
	GO:0006694
	2.68E-02
	steroid biosynthetic process

	
	GO:0000302
	2.77E-02
	response to reactive oxygen species

	
	GO:0006099
	3.13E-02
	tricarboxylic acid cycle

	
	GO:0006260
	3.24E-02
	DNA replication

	Cellular component
	GO:0005737
	3.20E-06
	cytoplasm

	
	GO:0005840
	1.12E-03
	ribosome

	
	GO:0031514
	1.44E-03
	motile cilium

	
	GO:0019773
	2.32E-03
	proteasome core complex. alpha-subunit complex

	
	GO:0005839
	6.81E-03
	proteasome core complex

	
	GO:0033180
	7.25E-03
	proton-transporting V-type ATPase, V1 domain

	
	GO:0043234
	8.07E-03
	protein complex

	
	GO:0005875
	2.43E-02
	microtubule associated complex

	
	GO:0015935
	4.66E-02
	small ribosomal subunit

	Molecular function
	GO:0004298
	3.31E-05
	threonine-type endopeptidase activity

	
	GO:0003735
	1.63E-04
	structural constituent of ribosome

	
	GO:0005509
	5.79E-04
	calcium ion binding

	
	GO:0005516
	3.93E-03
	calmodulin binding

	
	GO:0004749
	7.88E-03
	ribose phosphate diphosphokinase activity

	
	GO:0019239
	9.29E-03
	deaminase activity

	
	GO:0003777
	1.03E-02
	microtubule motor activity

	
	GO:0000287
	2.47E-02
	magnesium ion binding

	
	GO:0050661
	3.22E-02
	NADP binding

	
	GO:0016491
	3.50E-02
	oxidoreductase activity

	
	GO:0008017
	4.35E-02
	microtubule binding





Table S9. The top 25 DE genes in L. braziliensis.

	PROvsMETA - upregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_350028900
	chaperonin HSP60, mitochondrial precursor
	3.04

	LBRM2903_350029000
	TCP-1/cpn60 chaperonin family, putative
	2.74

	LBRM2903_130008100
	Alba, putative
	2.72

	LBRM2903_190008300
	histone H2B
	2.68

	LBRM2903_190008200
	histone H2B
	2.64

	LBRM2903_210012700
	ATPase subunit 9, putative, pseudogene
	2.64

	LBRM2903_330025200
	cyclophilin 4, putative
	2.63

	LBRM2903_350029100
	chaperonin HSP60, mitochondrial precursor
	2.61

	LBRM2903_320039900
	nucleoside diphosphate kinase b
	2.61

	LBRM2903_290025200
	histone H2A
	2.57

	LBRM2903_190024500
	hypothetical protein, conserved
	2.49

	LBRM2903_300014000
	co-chaperone GrpE, putative
	2.46

	LBRM2903_210009400
	hypothetical protein, conserved
	2.40

	LBRM2903_290025300
	histone H2A
	2.39

	LBRM2903_080016500
	hypothetical protein, conserved
	2.32

	LBRM2903_190009900
	Mitochondrial carrier protein, putative
	2.31

	LBRM2903_300039600
	hypothetical protein, conserved
	2.30

	LBRM2903_310012200
	hypothetical protein, conserved
	2.16

	LBRM2903_350051700
	S-adenosylhomocysteine hydrolase
	2.14

	LBRM2903_250025000
	hypothetical protein, conserved
	2.13

	LBRM2903_300013900
	hypothetical protein, conserved
	2.12

	LBRM2903_200013700
	hypothetical protein, conserved
	2.11

	LBRM2903_260031800
	hypothetical protein, conserved
	2.11

	LBRM2903_080016100
	hypothetical protein
	2.11

	LBRM2903_350005300
	Core histone H2A/H2B/H3/H4, putative
	2.11

	PROvsMETA - downregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_340010300
	proteophosphoglycan ppg3, putative
	5.22

	LBRM2903_310013800
	hypothetical protein, conserved
	4.77

	LBRM2903_310036600
	hypothetical protein, conserved
	4.47

	LBRM2903_080013700
	Amastin surface glycoprotein, putative
	4.21

	LBRM2903_200055700
	amastin-like surface protein, putative
	4.12

	LBRM2903_260019600
	Cytochrome b5-like Heme/Steroid binding domain containing protein, putative
	4.11

	LBRM2903_210019000
	hypothetical protein, conserved
	4.09

	LBRM2903_200055800
	Amastin surface glycoprotein, putative
	3.99

	LBRM2903_200014600
	hypothetical protein
	3.98

	LBRM2903_330023400
	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative
	3.97

	LBRM2903_200014900
	Amastin surface glycoprotein, putative
	3.96

	LBRM2903_200077800
	n-ethylmaleimide reductase-like protein
	3.92

	LBRM2903_150010600
	hypothetical protein, conserved
	3.92

	LBRM2903_000007500
	hypothetical protein
	3.89

	LBRM2903_230017100
	RNA-binding protein, putative
	3.88

	LBRM2903_200055900
	Amastin surface glycoprotein, putative
	3.83

	LBRM2903_240023300
	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain)/RNA recognition motif (a.k.a. RRM, RBD, or RNP domain), putative
	3.79

	LBRM2903_200018500
	amastin-like surface protein, putative
	3.78

	LBRM2903_080005100
	Amastin surface glycoprotein, putative
	3.75

	LBRM2903_200014800
	Amastin surface glycoprotein, putative
	3.73

	LBRM2903_290021300
	RNA binding protein, putative
	3.71

	LBRM2903_340049000
	4E-interacting protein, putative
	3.67

	LBRM2903_080013600
	Amastin surface glycoprotein, putative
	3.67

	LBRM2903_080005200
	Amastin surface glycoprotein, putative
	3.64

	LBRM2903_310020200
	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative
	3.64

	METAvsAMA - upregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_330039700
	hypothetical protein, conserved
	5.68

	LBRM2903_190017400
	ATG8/AUT7/APG8/PAZ2, putative
	4.31

	LBRM2903_230020500
	hypothetical protein
	3.65

	LBRM2903_190018000
	Autophagy protein Atg8 ubiquitin like, putative
	3.60

	LBRM2903_030011500
	hypothetical protein, conserved
	3.50

	LBRM2903_330023400
	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative
	3.40

	LBRM2903_270029100
	D-lactate dehydrogenase-like protein
	3.24

	LBRM2903_240029500
	3-hydroxy-3-methylglutaryl-CoA synthase, putative
	3.06

	LBRM2903_250023700
	hypothetical protein, conserved
	2.98

	LBRM2903_350048600
	EF-hand domain pair, putative
	2.98

	LBRM2903_290017100
	5-histidylcysteine sulfoxide synthase, putative
	2.96

	LBRM2903_330035500
	Radial spokehead-like protein, putative
	2.87

	LBRM2903_300005000
	hypothetical protein
	2.73

	LBRM2903_330035100
	hypothetical protein, conserved
	2.71

	LBRM2903_040007000
	surface antigen-like protein
	2.66

	LBRM2903_180011300
	RNA binding protein, putative
	2.59

	LBRM2903_330040900
	hypothetical protein, conserved
	2.55

	LBRM2903_200059700
	Protein of unknown function (DUF2946), putative
	2.54

	LBRM2903_200068300
	hypothetical protein
	2.47

	LBRM2903_260023700
	hypothetical protein, conserved
	2.47

	LBRM2903_330018700
	hypothetical protein, conserved
	2.47

	LBRM2903_330044200
	delta-12 fatty acid desaturase
	2.44

	LBRM2903_200068700
	hypothetical protein, conserved
	2.42

	LBRM2903_200068100
	hypothetical protein
	2.41

	LBRM2903_200043400
	HECT-domain (ubiquitin-transferase), putative
	2.40

	
METAvsAMA - downregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_180009600
	Amastin surface glycoprotein, putative
	15.14

	LBRM2903_000007500
	hypothetical protein
	13.35

	LBRM2903_290021100
	Amastin surface glycoprotein, putative
	13.25

	LBRM2903_000007600
	hypothetical protein
	12.83

	LBRM2903_180009400
	hypothetical protein, conserved
	11.58

	LBRM2903_200018900
	Amastin surface glycoprotein, putative
	10.99

	LBRM2903_200018500
	amastin-like surface protein, putative
	9.63

	LBRM2903_200056100
	amastin-like surface protein, putative
	8.75

	LBRM2903_200018700
	amastin-like surface protein, putative
	8.49

	LBRM2903_180009500
	hypothetical protein, conserved
	7.91

	LBRM2903_000005600
	Amastin surface glycoprotein, putative
	7.88

	LBRM2903_200055700
	amastin-like surface protein, putative
	7.59

	LBRM2903_200016600
	Amastin surface glycoprotein, putative
	7.52

	LBRM2903_000006600
	amastin-like surface protein, putative
	7.23

	LBRM2903_200055900
	Amastin surface glycoprotein, putative
	6.93

	LBRM2903_200055800
	Amastin surface glycoprotein, putative
	6.73

	LBRM2903_200018600
	Amastin surface glycoprotein, putative
	6.09

	LBRM2903_200018300
	hypothetical protein
	5.93

	LBRM2903_200018200
	hypothetical protein
	5.66

	LBRM2903_000005300
	Amastin surface glycoprotein, putative
	5.65

	LBRM2903_100024200
	amastin-like protein
	5.36

	LBRM2903_130019600
	amastin-like surface protein-like protein
	5.32

	LBRM2903_080013700
	Amastin surface glycoprotein, putative
	5.15

	LBRM2903_000007200
	Amastin surface glycoprotein, putative
	5.13

	LBRM2903_200018800
	Amastin surface glycoprotein, putative
	5.05

	AMAvsPRO - upregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_000007500
	hypothetical protein
	43.67

	LBRM2903_200018500
	Amastin-like surface protein, putative
	39.23

	LBRM2903_200055700
	Amastin-like surface protein, putative
	34.69

	LBRM2903_200055800
	Amastin surface glycoprotein, putative
	34.02

	LBRM2903_180009600
	Amastin surface glycoprotein, putative
	32.70

	LBRM2903_200018700
	Amastin-like surface protein, putative
	32.53

	LBRM2903_200055900
	Amastin surface glycoprotein, putative
	30.75

	LBRM2903_200018900
	Amastin surface glycoprotein, putative
	28.66

	LBRM2903_200056100
	Amastin-like surface protein, putative
	26.33

	LBRM2903_290021100
	Amastin surface glycoprotein, putative
	23.84

	LBRM2903_080013700
	Amastin surface glycoprotein, putative
	23.63

	LBRM2903_000007600
	hypothetical protein
	23.52

	LBRM2903_000006600
	Amastin-like surface protein, putative
	23.22

	LBRM2903_000007200
	Amastin surface glycoprotein, putative
	21.75

	LBRM2903_180009400
	hypothetical protein, conserved
	21.59

	LBRM2903_000005600
	Amastin surface glycoprotein, putative
	19.69

	LBRM2903_080013600
	Amastin surface glycoprotein, putative
	19.08

	LBRM2903_200016600
	Amastin surface glycoprotein, putative
	18.89

	LBRM2903_200014900
	Amastin surface glycoprotein, putative
	18.87

	LBRM2903_200055600
	Amastin surface glycoprotein, putative
	17.48

	LBRM2903_080005200
	Amastin surface glycoprotein, putative
	17.34

	LBRM2903_200014800
	Amastin surface glycoprotein, putative
	16.89

	LBRM2903_200014700
	Amastin surface glycoprotein, putative
	16.62

	LBRM2903_080005100
	Amastin surface glycoprotein, putative
	16.17

	LBRM2903_130019600
	Amastin-like surface protein-like protein
	15.24

	AMAvsPRO - downregulated

	CDS ID
	Description
	Fold Change

	LBRM2903_330039700
	hypothetical protein, conserved
	3.94

	LBRM2903_330043900
	h1 histone-like protein
	3.75

	LBRM2903_270023100
	hypothetical protein
	3.71

	LBRM2903_140017900
	p25-alpha, putative
	3.55

	LBRM2903_350048600
	EF-hand domain pair, putative
	3.39

	LBRM2903_330035500
	Radial spokehead-like protein, putative
	3.31

	LBRM2903_270029100
	D-lactate dehydrogenase-like protein
	3.27

	LBRM2903_330011900
	paraflagellar rod component, putative
	3.21

	LBRM2903_140012700
	small myristoylated protein-3, putative
	3.16

	LBRM2903_240029500
	3-hydroxy-3-methylglutaryl-CoA synthase, putative
	3.16

	LBRM2903_350028900
	chaperonin HSP60, mitochondrial precursor
	3.14

	LBRM2903_180020200
	heat shock protein 110, putative
	3.13

	LBRM2903_140014000
	small myristoylated protein-3, putative
	3.11

	LBRM2903_140013900
	small myristoylated protein-3, putative
	3.04

	LBRM2903_290017100
	5-histidylcysteine sulfoxide synthase, putative
	3.04

	LBRM2903_030011600
	Uroporphyrinogen-III synthase HemD, putative
	3.03

	LBRM2903_330012600
	sterol C-24 reductase, putative
	3.00

	LBRM2903_230020500
	hypothetical protein
	2.99

	LBRM2903_180022900
	hypothetical protein, conserved
	2.96

	LBRM2903_330034900
	hypothetical protein, conserved
	2.94

	LBRM2903_330018700
	hypothetical protein, conserved
	2.93

	LBRM2903_330008500
	Histidine kinase-, DNA gyrase B-, and HSP90-like ATPase, putative
	2.91

	LBRM2903_330035900
	carboxypeptidase, putative
	2.87

	LBRM2903_300039100
	3-hydroxy-3-methylglutaryl-CoA reductase
	2.81

	LBRM2903_300034800
	hypothetical protein, conserved
	2.80





Table S10 – Stage preferential genes
	ID
	Pro upregulated genes
	FC comp. to Meta
	FC comp. to Ama

	LBRM2903_350028900
	chaperonin HSP60, mitochondrial precursor
	3.04
	3.14

	LBRM2903_350029000
	TCP-1/cpn60 chaperonin family, putative
	2.74
	2.44

	LBRM2903_130008100
	Alba, putative
	2.72
	2.31

	LBRM2903_330025200
	cyclophilin 4, putative
	2.63
	2.52

	LBRM2903_320039900
	nucleoside diphosphate kinase b
	2.61
	2.08

	LBRM2903_350029100
	chaperonin HSP60, mitochondrial precursor
	2.61
	2.21

	LBRM2903_250016800
	cyclophilin a
	2.06
	2.09

	LBRM2903_350067200
	Glutathione S-transferase, C-terminal domain containing protein, putative
	2.05
	2.41

	LBRM2903_350087300
	PSP1 C-terminal conserved region containing protein, putative
	2.05
	2.53

	
	
	
	

	
	Meta upregulated genes
	FC comp. to Ama
	FC comp. to Pro

	LBRM2903_190017400
	ATG8/AUT7/APG8/PAZ2, putative
	4.31
	2.97

	LBRM2903_190018000
	Autophagy protein Atg8 ubiquitin like, putative
	3.60
	2.19

	LBRM2903_330023400
	RNA recognition motif. (a.k.a. RRM, RBD, or RNP domain), putative
	3.40
	3.97

	LBRM2903_040007000
	surface antigen-like protein
	2.66
	2.74

	LBRM2903_180011300
	RNA binding protein, putative
	2.59
	2.28

	LBRM2903_200043400
	HECT-domain (ubiquitin-transferase), putative
	2.40
	2.72

	LBRM2903_200077800
	n-ethylmaleimide reductase-like protein
	2.25
	3.92

	LBRM2903_200077800
	n-ethylmaleimide reductase-like protein
	2.25
	3.92

	LBRM2903_150017000
	glutamate dehydrogenase
	2.19
	2.80

	LBRM2903_330042100
	Opioid growth factor receptor repeat, putative
	2.14
	2.02

	LBRM2903_340049000
	4E-interacting protein, putative
	2.12
	3.66

	LBRM2903_320020000
	CRAL/TRIO domain containing protein, putative
	2.12
	2.12

	LBRM2903_340049000
	4E-interacting protein, putative
	2.12
	3.67

	LBRM2903_340010500
	Leucine rich repeat, putative
	2.11
	3.34

	LBRM2903_070021600
	amino acid transporter, putative
	2.10
	2.96

	LBRM2903_350014000
	zinc finger protein family member, putative
	2.07
	3.11

	
	
	
	

	
	Ama upregulated genes
	FC comp. to Pro
	FC comp. to Meta

	LBRM2903_200018500
	*Amastin-like surface protein, putative
	39.23
	9.63

	LBRM2903_180009600
	*Amastin surface glycoprotein, putative
	32.70
	15.14

	LBRM2903_260031100
	protein kinase, putative
	12.58
	3.58

	LBRM2903_100005100
	folate/biopterin transporter, putative
	7.92
	3.83

	LBRM2903_200025000
	ubiquitin-conjugating enzyme, putative
	7.76
	3.61

	LBRM2903_350038000
	Major Facilitator Superfamily, putative
	6.28
	3.11

	LBRM2903_290021400
	RNA binding protein, putative
	5.49
	2.75

	LBRM2903_290017000
	A-1 protein, putative
	4.89
	3.14

	LBRM2903_200028500
	twinfilin, putative
	4.73
	2.27

	LBRM2903_310024500
	'Cold-shock' DNA-binding domain containing protein, putative
	4.50
	2.07

	LBRM2903_300027700
	Zinc finger C-x8-C-x5-C-x3-H type (and similar), putative
	4.42
	2.22

	LBRM2903_220016500
	ChaC-like protein, putative
	4.33
	2.57

	LBRM2903_220016200
	Protein kinase domain containing protein, putative
	4.27
	2.14

	LBRM2903_030009800
	Phosphate-Repressible Phosphate Permease-like protein
	4.22
	2.55

	LBRM2903_150019000
	nucleoside transporter 1, putative
	4.21
	2.37

	LBRM2903_200077400
	Putative integral membrane protein conserved region (DUF2404), putative
	3.57
	2.31

	LBRM2903_160010900
	Reverse transcriptase (RNA-dependent DNA polymerase), putative
	3.36
	2.12

	LBRM2903_310044900
	iron/zinc transporter protein-like protein
	3.25
	2.11

	LBRM2903_290008500
	FAD binding domain containing protein, putative
	3.12
	2.10

	LBRM2903_290022200
	phosphatidylinositol 4-kinase alpha, putative
	2.99
	2.39

	LBRM2903_330021400
	expression-site associated gene (ESAG3), putative
	2.95
	2.36

	LBRM2903_280027400
	zinc transporter, putative
	2.85
	2.03

	LBRM2903_010014100
	calcium/potassium channel (CAKC), putative
	2.74
	2.58

	LBRM2903_100009700
	dihydroxyacetone kinase 1-like protein
	2.73
	2.58

	LBRM2903_050018800
	adenylate cyclase regulatory protein-like protein
	2.65
	2.09

	LBRM2903_100009800
	DAK2 domain containing protein, putative
	2.51
	2.42

	LBRM2903_290027100
	short chain dehydrogenase, putative
	2.27
	2

	LBRM2903_290011700
	Exonuclease, putative
	2.25
	2.04

	LBRM2903_010005400
	carboxylase, putative
	2.23
	3.57

	LBRM2903_350024600
	universal minicircle sequence binding protein (UMSBP), putative
	2.09
	2.49

	LBRM2903_290023500
	GTPase activator protein, putative
	2.04
	2.18

	LBRM2903_290009600
	protein kinase-like protein
	2
	2.02

	LBRM2903_290023100
	GTPase activator protein, putative
	2.04
	2.18

	LBRM2903_310022100
	Cytochrome b5-like Heme/Steroid binding domain containing protein, putative
	4.54
	2.62

	The stages preferential genes are those differentially expressed  in  comparisons comprising the stage. *: The amastin genes with the highest Fold Changes are represented. Other 44 amastin genes were classified as amastigote preferential. Pro: procyclic; Meta: metacyclic; Ama: amastigote; FC: fold-change; Comp.: compared




Table S11. L. braziliensis species-specific genes.
	OLD version1
	NEW version2

	Gene ID
	Product
	Gene ID
	Product

	LbrM02_V2.0550
	SLACS
	LBRM2903_160010900.1
	Reverse transcriptase (RNA-dependent DNA polymerase), putative

	LbrM02_V2.0550
	SLACS
	LBRM2903_160011000.1
	hypothetical protein, conserved

	LbrM02_V2.0690
	SLACS
	LBRM2903_160011000.1
	hypothetical protein, conserved

	LbrM02_V2.0720
	SLACS
	LBRM2903_160010900.1
	Reverse transcriptase (RNA-dependent DNA polymerase), putative

	LbrM04_V2.1180
	31-0-demethyl-FK506 methyltransferase
	LBRM2903_040019400.1
	Methyltransferase FkbM domain containing protein, putative

	LbrM05_V2.0960
	Hypothetical protein
	LBRM2903_220020300.1
	hypothetical protein, conserved

	LbrM06_V2.1180
	Hypothetical protein
	LBRM2903_060019200.1
	hypothetical protein, conserved

	LbrM10_V2.0930
	Hypothetical protein
	LBRM2903_100017800.1
	serine/threonine-protein kinase, putative

	LbrM11_V2.0360
	Argonaute
	LBRM2903_110008400.1
	argonaute like protein (pseudogene)

	LbrM11_V2.1130
	Hypothetical protein
	LBRM2903_110019600.1
	hypothetical protein

	LbrM13_V2.1570
	Hypothetical protein
	LBRM2903_130021900.1
	hypothetical protein, conserved

	LbrM13_V2.1570
	Hypothetical protein
	LBRM2903_290005300.1
	hypothetical protein

	LbrM13_V2.1570
	Hypothetical protein
	LBRM2903_280005300.1
	hypothetical protein, conserved

	LbrM14_V2.0480
	Hypothetical protein
	LBRM2903_140010000.1
	UDP-glucoronosyl and UDP-glucosyl transferase, putative

	LbrM19_V2.0040
	Hypothetical protein
	LBRM2903_110021900.1
	hypothetical protein, conserved

	LbrM20_V2.0480
	Beta galactofuranosyl transferase
	LBRM2903_200010600.1
	hypothetical protein

	LbrM22_V2.0130
	Hypothetical protein
	LBRM2903_220006600.1
	zinc finger containing protein, putative

	LbrM22_V2.0810
	Hypothetical protein
	LBRM2903_220013600.1
	Arrestin (or S-antigen), N-terminal domain containing protein, putative

	LbrM22_V2.1380
	Hypothetical protein
	LBRM2903_220020400.1
	hypothetical protein

	LbrM23_V2.0390
	RNase III domain gene
	LBRM2903_230009800.1
	hypothetical protein, conserved

	LbrM23_V2.0550
	Hypothetical protein
	LBRM2903_230011600.1
	hypothetical protein

	LbrM23_V2.0950
	Hypothetical protein
	LBRM2903_230018000.1
	hypothetical protein, conserved

	LbrM24_V2.1430
	Hypothetical protein
	LBRM2903_240021600.1
	Protein of unknown function (DUF563), putative

	LbrM25_V2.0540
	Hypothetical protein
	LBRM2903_250014200.1
	hypothetical protein

	LbrM25_V2.1020
	Rnase III gene
	LBRM2903_250019400.1
	hypothetical protein, conserved

	LbrM26_V2.0010
	Hypothetical protein
	LBRM2903_260005000.1
	hypothetical protein

	LbrM26_V2.0120*
	Adenine phosphoribosyl-transferas
	LBRM2903_260006200.1
	Phosphoribosyl transferase domain containing protein, putative

	LbrM26_V2.0530
	Hypothetical protein
	LBRM2903_260010200.1
	hypothetical protein, conserved

	LbrM26_V2.0810*
	Glutathione peroxidase
	LBRM2903_260012900.1
	Glutathione peroxidase, putative

	LbrM27_V2.1220
	Hypothetical protein
	LBRM2903_270018100.1
	hypothetical protein, conserved

	LbrM27_V2.2790
	Hypothetical protein
	LBRM2903_020012700.1
	hypothetical protein, conserved

	LbrM28_V2.0980
	Hypothetical protein
	LBRM2903_280015300.1
	EF hand, putative

	LbrM28_V2.1240
	Hypothetical protein
	LBRM2903_280018400.1
	hypothetical protein, conserved

	LbrM30_V2.2460
	Tyrosine/dopa decarboxylase
	LBRM2903_300031000.1
	tyrosine/dopa decarboxylase, putative (pseudogene)

	LbrM30_V2.2580
	Hypothetical protein
	LBRM2903_300032300.1
	hypothetical protein, conserved

	LbrM31_V2.2370
	Hypothetical protein
	LBRM2903_310033200.1
	hypothetical protein, conserved

	LbrM32_V2.0080
	Hypothetical protein
	LBRM2903_200006800.1
	hypothetical protein, conserved

	LbrM32_V2.0080
	Hypothetical protein
	LBRM2903_320016700.1
	hypothetical protein, conserved

	LbrM32_V2.3800
	Hypothetical protein
	LBRM2903_320047100.1
	hypothetical protein, conserved

	LbrM32_V2.3800
	Hypothetical protein
	LBRM2903_320047000.1
	hypothetical protein

	LbrM33_V2.0190
	Hypothetical protein
	LBRM2903_330006800.1
	hypothetical protein, conserved

	LbrM33_V2.3180
	Hypothetical protein
	LBRM2903_330039700.1
	hypothetical protein, conserved

	LbrM33_V2.3490
	Hypothetical protein
	LBRM2903_330043600.1
	hypothetical protein, conserved

	LbrM34_V2.2010
	Hypothetical protein
	LBRM2903_340027000.1
	hypothetical protein, conserved

	LbrM34_V2.3650
	galactokinase
	LBRM2903_340045900.1
	hypothetical protein, conserved

	LbrM35_V2.1500
	Amino acid transporter
	LBRM2903_350021100.1
	Transmembrane amino acid transporter protein, putative

	LbrM35_V2.1530
	Hypothetical protein
	LBRM2903_350021400.1
	hypothetical protein, conserved

	LbrM35_V2.6620
	Hypothetical protein
	LBRM2903_350077800.1
	target of rapamycin (TOR) kinase 1, putative

	LbrM35_V2.7140
	Hypothetical protein
	LBRM2903_350084600.1
	SET domain containing protein, putative

	1: According to [61]
2: TriTrypDB version 30





Table S12. DE ncRNAs: PROvsMETA.
	Up-regulated

	ncRNA ID
	Fold Change

	LBRM2903_SCAF000110_lncRNA2
	11.07

	LbrM2903_31_lncRNA196
	8.69

	LBRM2903_SCAF000172_lncRNA2
	6.96

	LBRM2903_SCAF000675_lncRNA1
	6.44

	LBRM2903_SCAF000344_lncRNA2
	6.42

	LBRM2903_SCAF000675_lncRNA2
	6.13

	LBRM2903_SCAF000344_lncRNA1
	6.02

	LBRM2903_SCAF000172_lncRNA1
	5.62

	LBRM2903_SCAF000344_ncRNA1
	5.19

	LBRM2903_SCAF000232_lncRNA1
	5.13

	LBRM2903_SCAF000001_lncRNA2
	5.06

	LBRM2903_SCAF000518_lncRNA1
	5.04

	LBRM2903_SCAF000173_lncRNA1
	5.03

	LBRM2903_SCAF000173_lncRNA2
	5.02

	LBRM2903_SCAF000694_lncRNA3
	5.02

	LBRM2903_SCAF000288_lncRNA3
	5.00

	LBRM2903_SCAF000288_lncRNA2
	4.95

	LBRM2903_SCAF000694_lncRNA2
	4.90

	LBRM2903_SCAF000679_lncRNA1
	4.88

	LBRM2903_SCAF000197_lncRNA1
	4.87

	LBRM2903_SCAF000227_ncRNA1
	4.83

	LBRM2903_SCAF000101_lncRNA1
	4.80

	LBRM2903_SCAF000550_lncRNA2
	4.75

	LBRM2903_SCAF000705_lncRNA1
	4.72

	LBRM2903_SCAF000670_lncRNA2
	4.67

	Down-regulated

	ncRNA ID
	Fold Change

	LbrM2903_34_lncRNA56
	8.02

	LbrM2903_34_lncRNA58
	7.36

	LbrM2903_34_lncRNA48
	6.27

	LbrM2903_34_lncRNA46
	6.26

	LbrM2903_34_lncRNA45
	5.82

	LbrM2903_34_lncRNA61
	5.79

	LbrM2903_33_lncRNA271
	5.35

	LbrM2903_06_ncRNA22
	5.11

	LBRM2903_SCAF000169_ncRNA1
	4.98

	LbrM2903_33_lncRNA76
	4.73

	LbrM2903_28_ncRNA99
	4.73

	LbrM2903_34_ncRNA23
	4.67

	LbrM2903_35_lncRNA323
	4.67

	LbrM2903_33_lncRNA269
	4.66

	LbrM2903_34_lncRNA57
	4.59

	LbrM2903_34_lncRNA55
	4.55

	LbrM2903_11_lncRNA31
	4.27

	LbrM2903_20.1_ncRNA49
	4.16

	LbrM2903_34_lncRNA54
	4.13

	LbrM2903_31_lncRNA203
	4.12

	LbrM2903_34_lncRNA62
	4.12

	LbrM2903_34_ncRNA193
	4.02

	LbrM2903_34_lncRNA377
	4.01

	LbrM2903_22_lncRNA69
	3.99

	LbrM2903_11_ncRNA57
	3.98




Table S13. DE ncRNAs: METAvsAMA.
	Up-regulated

	ncRNA ID
	Fold Change

	LbrM2903_11_ncRNA57
	21.41

	LbrM2903_07_ncRNA15
	18.42

	LBRM2903_SCAF000555_ncRNA1
	17.60

	LbrM2903_30_ncRNA198
	15.38

	LbrM2903_09_ncRNA2
	14.15

	LbrM2903_19_ncRNA11
	13.16

	LbrM2903_23_ncRNA3
	12.45

	LbrM2903_34_ncRNA99
	12.02

	LbrM2903_23_ncRNA1
	11.74

	LbrM2903_13_ncRNA1
	11.10

	LbrM2903_34_ncRNA98
	10.81

	LbrM2903_25_lncRNA2
	7.68

	LbrM2903_25_lncRNA1
	7.64

	LbrM2903_06_ncRNA22
	7.33

	LbrM2903_33_lncRNA76
	7.23

	LbrM2903_16_ncRNA1
	6.72

	LbrM2903_25_lncRNA142
	6.67

	LbrM2903_31_ncRNA107
	6.62

	LbrM2903_33_lncRNA289
	6.44

	LbrM2903_28_ncRNA99
	6.36

	LbrM2903_33_lncRNA290
	6.34

	LbrM2903_29_lncRNA259
	6.06

	LbrM2903_33_ncRNA163
	5.92

	LbrM2903_17_lncRNA158
	5.85

	LbrM2903_33_lncRNA269
	5.82

	Down-regulated

	ncRNA ID
	Fold Change

	LbrM2903_20.1_lncRNA162
	14.27

	LbrM2903_29_lncRNA94
	13.98

	LbrM2903_29_lncRNA93
	12.75

	LBRM2903_SCAF000477_lncRNA1
	12.30

	LbrM2903_08_lncRNA80
	11.96

	LbrM2903_08_lncRNA78
	11.72

	LbrM2903_20.1_lncRNA163
	11.07

	LbrM2903_20.1_lncRNA156
	10.67

	LBRM2903_SCAF000549_lncRNA1
	10.64

	LbrM2903_08_lncRNA79
	10.61

	LBRM2903_SCAF000639_lncRNA1
	10.46

	LbrM2903_20.1_lncRNA157
	10.14

	LBRM2903_SCAF000603_lncRNA1
	9.86

	LBRM2903_SCAF000156_ncRNA1
	9.72

	LbrM2903_20.1_lncRNA145
	9.65

	LbrM2903_20.1_lncRNA161
	9.65

	LBRM2903_SCAF000207_lncRNA1
	9.54

	LBRM2903_SCAF000153_lncRNA1
	9.46

	LbrM2903_20.1_lncRNA138
	9.25

	LbrM2903_20.1_lncRNA154
	9.25

	LBRM2903_SCAF000028_lncRNA1
	9.10

	LbrM2903_20.1_lncRNA153
	8.95

	LBRM2903_SCAF000652_lncRNA1
	8.90

	LBRM2903_SCAF000301_lncRNA1
	8.90

	LBRM2903_SCAF000275_ncRNA1
	8.88





Table S14. DE ncRNAs: AMAvsPRO.
	Up-regulated

	ncRNA ID
	Fold Change

	LbrM2903_20.1_lncRNA162
	44.66

	LBRM2903_SCAF000275_ncRNA1
	36.99

	LBRM2903_SCAF000477_lncRNA1
	33.75

	LbrM2903_20.1_lncRNA161
	32.92

	LbrM2903_20.1_lncRNA157
	32.23

	LbrM2903_20.1_lncRNA163
	31.23

	LbrM2903_20.1_lncRNA145
	30.50

	LBRM2903_SCAF000652_lncRNA1
	30.34

	LBRM2903_SCAF000549_lncRNA1
	30.31

	LBRM2903_SCAF000345_lncRNA1
	30.26

	LBRM2903_SCAF000515_ncRNA1
	30.15

	LBRM2903_SCAF000156_ncRNA1
	30.13

	LbrM2903_20.1_lncRNA154
	29.97

	LBRM2903_SCAF000153_lncRNA1
	28.42

	LBRM2903_SCAF000430_lncRNA1
	27.56

	LBRM2903_SCAF000336_lncRNA1
	27.28

	LBRM2903_SCAF000028_lncRNA1
	26.69

	LBRM2903_SCAF000639_lncRNA1
	26.30

	LBRM2903_SCAF000138_lncRNA1
	26.09

	LbrM2903_20.1_lncRNA156
	25.98

	LbrM2903_20.1_lncRNA158
	25.45

	LbrM2903_20.1_lncRNA153
	25.09

	LBRM2903_SCAF000207_lncRNA1
	25.02

	LbrM2903_20.1_lncRNA149
	24.74

	LbrM2903_20.1_lncRNA421
	24.67

	Down-regulated

	ncRNA ID
	Fold Change

	LBRM2903_SCAF000001_ncRNA2
	7.15

	LbrM2903_06_lncRNA77
	6.63

	LbrM2903_31_lncRNA198
	6.20

	LBRM2903_SCAF000518_lncRNA1
	5.89

	LbrM2903_06_lncRNA78
	5.81

	LBRM2903_SCAF000344_lncRNA1
	5.50

	LBRM2903_SCAF000518_lncRNA2
	5.50

	LbrM2903_33_lncRNA289
	5.35

	LBRM2903_SCAF000118_lncRNA1
	5.34

	LBRM2903_SCAF000675_lncRNA2
	5.33

	LBRM2903_SCAF000675_lncRNA1
	5.28

	LbrM2903_31_lncRNA196
	5.28

	LbrM2903_33_lncRNA290
	5.24

	LbrM2903_33_lncRNA42
	5.21

	LBRM2903_SCAF000344_lncRNA2
	5.20

	LbrM2903_35_lncRNA281
	5.09

	LbrM2903_33_ncRNA164
	5.04

	LbrM2903_27_ncRNA95
	4.96

	LBRM2903_SCAF000101_lncRNA1
	4.88

	LbrM2903_20.1_lncRNA201
	4.77

	LbrM2903_27_ncRNA155
	4.77

	LbrM2903_14_lncRNA98
	4.71

	LbrM2903_33_ncRNA13
	4.68

	LbrM2903_33_ncRNA165
	4.64

	LbrM2903_08_lncRNA93
	4.57



