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Figure S1. Gene ontology by categories of biological process, cellular component and molecular function.
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Figure S2. Functional categories of the contigs in KOG database. A, RNA processing and modification; B, chromatin structure and
dynamics; C, energy production and conversion D, cell cycle control, cell division, chromosome partitioning; E, amino acid
transport and metabolism; F, nucleotide transport and metabolism; G, carbohydrate transport and metabolism; H, coenzyme
transport and metabolism; |, lipid transport and metabolism; J, translation, ribosomal structure and biogenesis; K, transcription;
L, replication, recombination and repair; M, cell wall/membrane/envelope biogenesis; N, cell motility; O, posttranslational
modification, protein turnover, chaperones; P, inorganic ion transport and metabolism; Q, secondary metabolites biosynthesis,
transport and catabolism; R, general function prediction only; T, signal transduction mechanisms; U, intracellular trafficking,
secretion, and vesicular transport; V, defense mechanisms; W, extracellular structures; Y, nuclear structure; Z, cytoskeleton; S,

function unknown.
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Figure S3. The distribution of the top 10 BLAST hits. Snake species are underlined.
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Figure S4. A) Multiple sequence alignment of serine proteases (SVSPs) from the venom gland transcriptome of A. feae in
comparison with the described serine proteases from A. feae. Alignment generated by MUSCLE (Here and in all following captions
MUSCLE is MUItiple Sequence Comparison by Log-Expectation) with percentage Identity coloring scheme.
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Figure S4. B) Multiple sequence alignment overview window, for serine proteases (SVSPs) from the venom gland transcriptome
of A. feae in comparison with the described serine proteases from A. feae. Alignment generated by MUSCLE (Here and in all
following captions MUSCLE is MUItiple Sequence Comparison by Log-Expectation) with ClustalX Colour Scheme.
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Figure S5. A) Multiple sequence alignment of phospholipase A2 (PLA2) transcripts from the venom gland transcriptome of A. feae
in comparison to PLA2 sequences of representative venomous snakes. Amino acids that determine the type of phospholipase
(D49, N49 or K49) are marked with a black frame and a red font. Alignment generated by MUSCLE with ClustalX Colour Scheme.
B) Neighbor joining (NJ) gene tree, based on BLOSUMG62 matrix alignment of the proteins in the PLA2 cluster. Branches
corresponding to acidic phospholipases are marked in yellow, branches corresponding to basic phospholipases are marked in blue.
New discovered isoforms are marked in red. PLA2 previously discovered by other researchers are marked in grey boxes. Human
PLA2 was used as outgroup.
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Figure S6. Multiple sequence alignment of L-amino-acid oxidase (LAAO) transcripts from A. feae with two Viperidae homologs.
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Figure S7. A) Multiple sequence alignment of zinc metalloprotease (SVMP) transcripts from A. feae in comparison to zinc
metalloprotease sequences of representative venomous snakes. Alignment generated by MUSCLE with percentage Identity
coloring scheme.
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Figure S7. B) Multiple sequence alighment overview window, for zinc metalloprotease (SVMP) transcripts from A. feae in
comparison to zinc metalloprotease sequences of representative venomous snakes. In the top of the alignment shows the domain
organization of the reference metalloproteinases. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S8. Multiple sequence alignment of snake venom Vascular Endothelial Growth Factors (svVEGF) in comparison to svWEGF
sequences of representative venomous snakes. Alignment is separated by bold lines into blocks according to types of svVEGF.
Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure $S9. Multiple sequence alignment of phospholipase B (PLB) transcripts from the venom gland transcriptome of A. feae in
comparison to PLB sequences of representative venomous snakes. Alignment generated by MUSCLE with percentage Identity

coloring scheme.
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Figure S10. Multiple sequence alignment of venom phosphodiesterase 1 (vPDE) transcripts from the venom gland transcriptome
of A. feae in comparison to vPDE sequences of representative venomous snakes. Alignment generated by MUSCLE with ClustalX
Colour Scheme.
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Figure S11. Multiple sequence alignment of hyaluronidases (HYA) with Protobothrops mucrosquamatus homolog. Alignment
generated by MUSCLE with ClustalX Colour Scheme.
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Figure S12. Multiple sequence alignment of nerve growth factor (svNGF) partial transcripts from A. feae in comparison to svNGF
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sequences of representative venomous snakes. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S13. Multiple sequence alignment of cystatins (CST) from the venom gland transcriptome of A. feae in comparison to
cystatins sequences of representative venomous snakes. Alignment is separated by bold lines into blocks according to types of
cystatins. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S14. Multiple sequence alignment of kazal (KAZ) domains with comparison to kazal-like sequences of representative
venomous snakes. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S15. Multiple sequence alignment of acetylcholinesterase (AChE) partial transcripts from the venom gland transcriptome
of A. feae with two Vipera anatolica cholinesterases. Alignment generated by MUSCLE with percentage Identity coloring scheme.
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Figure S16. Multiple sequence alignment of calcium-binding protein (Reticulocalbin) transcripts in comparison to sequences of
representative venomous snakes. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S17. Multiple sequence alignment of translationally-controlled tumor protein (TCTP/HRF) transcripts from the venom
gland transcriptome of A. feae in comparison with Crotalus horridus homolog. Alignment generated by MUSCLE with percentage
Identity coloring scheme.
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Figure S18. Multiple sequence alignment of lysosomal acid phosphatase (VAP) from the venom gland transcriptome of A. feae in
comparison to VAP sequences of representative venomous snakes. Alignment generated by MUSCLE with percentage Identity
coloring scheme.
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Figure S19. Sequence alignment of Insulin-like growth factor-binding protein (IGFBP) partial transcript from the venom gland
transcriptome of A. feae in comparison with Protobothrops mucrosquamatus homolog. Alignment generated by MUSCLE with
percentage |dentity coloring scheme.



Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 1MAPQLLLCLILTFLWSLPEAESNVFLKSKVANRFLQRTKRANSLFEEFRSGNIERECIEERCSKEEAREVF 7
TRIS042.c0.glil Qe ses e e e e s e e GDLERECYEEQENFEEARE I F 21
TR1227_c0_g1.i1 1 -------------------------------------- KNGAFNFVTATKNNNYESVIKYRENEPYYRLLN 33
747 R/ | 1 e I T e T I I e ]
Consensus
MAPQLLLCLILTFLWSLPEAESNVFLKSKVANRFLQRTK+++++F+++++GN+ERECIEERCN+EEARE+F
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 72 EDDE - - - - - KTETFWNVYVDGDQCSSNPCHYRGTCKDGIGSYTCTCLFGYEGKNCERVLYKSCRVDNGNCW 137
TR15042_c0_g1_i1 22 GRSR----- PRV S ERIT - - - - -~ - - -cmscn s s miasaie skie iR Se e sie e B S e mee mee e 35
TR1227_c0_g1.i1 34 TPGKG I YTCSAEBGSIKDQIBHBD I P - - - - - - - - ccmem e cecn e e ce s cm e sec e ec e 58
TR7529.c0.glil eeee e e s asdEc e se ettt et
Consensus
+D++GIYTCKTE+FWN+Y+D+D+++SNPCHYRGTCKDGIGSYTCTCLFGYEGKNCERVLYKSCRVDNGNCW
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 138 HFCKPVQND IQCSCAEGYLLGEDGHSCVAGGNFSCGRNIKTRNKREASLPDFVQSQNATLLKKSDNPSPD 1 208
TR15042_c0_g1.i1 T T I I I LRGP ------- 39
TR1227_c0_g1_i1 89 -MELPV--------c e e e e e e ettt ettt et ettt sttt s e s s s e CGKPDNPIVEV 74
1177 = (- I A
Consensus
H+C+PVQNDIQCSCAEGYLLGEDGHSCVAGGNFSCGRNIKTRNKREASLPDFVQSQNATLL+KPDNP++++
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 209 - R | VNGMDCKLGECPWQAV LVDEKEGVFCGGT I LSPIYVLTAAHC ! --------------- NQTEK!ISVVV 263
TR15042_c0_g1_i1 40 - - - - - - - - e e e i e e ea - GSKTE- - - - --------------o-eoan KAAEKIDV-- 53
TR1227_c0_g1.i1 75QRI I GGKDAPQGS FPWQAMTV - - - IVGRAGGALLGDRWI LTAAHVVYPKGKENDTEMLTPAQVAEKAE | FL 142
TR7529.c0.gtit s desedeee st e dee dedieie See csis s e Wi S d See e s et S s sl eee e e s s S
Consensus
QRI++G+D+++G++PWQA++VDEK+G+++GG++L+++++LTAAH++YPKGKENDTEMLTPA++AEK I +V++
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 264 GE | DKSRVETGHLLSVDK | YVHKKFVPPKKGYKFYEKFDLVSYDYDIAI IQMKTPIQFSENVVRPACLP - - - 331
TR15042_c0_g1.i1 I N T eI I I S R T I e T T I e S I I IGLLTGLIAR- - --- - 63
TR1227_c0_g1.i1 143 GHTDVTELYKVGNKP I LRLFVHPDYNPK DEHNFDGDIALIELRDPLTLGRDMLRPICLPESG 203
TR7529_c0._g1.i1 L I R R e i R I I R IR I I LTMGPT I SPIECLEP - -G 14
Consensus . i Vi
G++D++++++++++++++++VH++++P+KKGYKFYEKFD++++D+DIA+ 1 ++++P+TLG++++PICLPESG
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 332 - TADFANQV LMKQDFG IS FGR FEKGPKSNTIEKVLKVRYVDRHT@- - - - - - - MVSSESPI-TPTMF 39
TR15042_c0_g1.i1 64 - c--emenan GvLLIlL YYLCQRKCKPRLPGHRSCRRHN@S | - --- I FQRQEEFALNPVPP 114
TR1227_¢0_g1.i1 204 NTTYYHP - - - - -GWMGYAS FGVEKN ----- LASRLKYAPIPVGNQDREBREWLQGKK | SQKDP | FSDNMF 264
TR7529_¢0_g1.i1 15 TSSEYDPQI ---GTLEGYHABWEK TDAMRTSPKLSMKLRAAWIPVVNMDT@RN - - - -VKTETSAYVFETENMI 78
Consensus
+T++Y+PQ+LMKG+LG+ | SGFG++++ 1 +++++LS+KL++A+1PVVNR+TCR+WLQG+K+SQE+P | FTPNMF
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 391 AGVDTLPRDACQGDS GPHITAYRDTH---FITGIVMSWGEGEAKKGK -MG | YTKVSKF | LWIKRIMRQKL 457
TR15042_c0_g1.i1 MHSQ@S------=-==-=---- TEQIGLPTYDQAM- - - - - - - - - ALREN@DSPPPAMPGHSR- -KF- - - - - KVFKKSL 156
TR1227_c0_g1.il 265 AGSPVGGKDTCQGDS GALAVRDPETQ-RWVATGIVSWGLEE- - -GKGMGFYTK ! INYLDWIKGIVGKDW 331
TR7529_c0_g1.i1 79 @AGD - - GRQDSCQGDSEGAYV | KDPQNETHYYVAGLVSWGPER- - -GT-MGLYTKVANYVDWIRKVMRE - Y 142
Consensus
CAG+++G++D+CQGDSGGA+++++PQT+T++++TGIVSWGEEC+++GK+YG+YTKV++++DW|IKK+MRK+L
Q58L95_Venom_prothrombin_activator_[Oxyuranus_microlepidotus] 458 PSTESSTGR L 467
TR15042_c0_g1.i1 157 SLGGP - - - - - 161
TR1227_c0_g1.il 332 VSMQVSH- - - 338
TR7529_c0_g1_i1 143 KERIGIE - - - - - 147

Consensus

+SPE+S+GRL

Figure S20. Multiple sequence alignment of venom prothrombin activator (vPA) partial transcripts from the venom gland
transcriptome of A. feae in comparison with Oxyuranus microlepidotus homolog. Alignment generated by MUSCLE with
percentage Identity coloring scheme.
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Figure S21. Multiple sequence alignment of kunitz (KUN) domains with comparison to kunitz-like sequences of representative
venomous snakes. Alignment generated by MUSCLE with percentage Identity coloring scheme.
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Figure S22. Multiple sequence alignment of glutaminyl-peptide cyclotransferase (QC) partial transcripts domains with
Protobothrops mucrosquamatus homolog. Alignment generated by MUSCLE with percentage Identity coloring scheme.
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Figure S23. Multiple sequence alignment of dipeptidyl peptidase (vDP) transcripts in comparison with Protobothrops
mucrosquamatus homologs. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S24. Multiple sequence alignment of 5'-nucleotidase (NUC) from the venom gland transcriptome of A. feae in comparison
to 5'-nucleotidase sequences of representative venomous snakes. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S25. Multiple sequence alignment of C-type lectins with other snaclecs. Alignment generated by MUSCLE with percentage
Identity coloring scheme.
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Figure S26. Multiple sequence alignment of fibrinogen-like partial transcripts from the venom gland transcriptome of A. feae in
comparison to fibrinogen-like sequences of representative venomous snakes. Alignment generated by MUSCLE with percentage
Identity coloring scheme.
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Figure S27. Multiple sequence alignment serine carboxypeptidase (vSC) partial transcripts with Protobothrops mucrosquamatus

homolog. Alignment generated by MUSCLE with percentage Identity coloring scheme.
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Figure $28. Multiple sequence alignment of waprin transcripts in comparison to waprin sequences of representative venomous
snakes. Alignment generated by MUSCLE with ClustalX Colour Scheme.
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Figure S30. MS/MS spectrum of R-BPP and its interpretation; the insert shows the theoretical b- and y-ions for the sequence

ZRPPGVYYPP, with Z for N-terminal pyroglutamic acid (theoretical mass 1156.579); strong internal ions are observed due to
preferential fragmentation at Pro.



