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Supplementary Figure 1. Interaction of HCV IRES domain Il with ribosomal S5 and S25. (A)
The locations of S5 and S25 based on the fit of ribosomal head (light brown) *, are shown. The
fitted structure of domain 11 2 relative to these proteins, is given. (B) Electrostatic potential at the
interface with domain Il is shown. The potentials are derived using Delphi * and surface is
displayed in Chimera *. (C) Residue interactions at the interface between ribosomal protein S5
(purple) and CrPV IRES RNA (pink) based on a cryoEM derived model ® (PDB ID: 2NOQ). (D)

Interface residues of prokaryotic ribosomal protein S7 (S5p) (purple) ° that bind E-site tRNA

(pink).



DSSP HHHHHHHHHLL----LLLHHHHHHHHHHHHHHHHHHLLLLHHHHHHHHHHHHLLLEEEEE
2NOQF LTNSLMMNGRN----NGKKLKAVRIIKHTLDIINVLTDONPIQVVVDAITNTGPREDTTR 147
ident | LEErr e I N R
rpsS5e IVERLTNSMMMhgrnNGKKLMTVRIVKHAFEITHLLTGENPLQVLVNAIINSGPREDSTR 127
DSSP HHHHHHHHHLL1111LLLHHHHHHHHHHHHHHHHHHHLLLHHHHHHHHHHHLLLLEEEEE

DSSP EELLLLEEEEEEELLHHHHHHHHHhHHHH-HHHHL---LLLL111LHHHHHHHHHHHLLL
2NOQF VGGGGAARRQAVDVSPLRRVNQAIALLTI-GAREA---AFRNiktIAETLAEELINAAKG 203
ident | | LITELEEELEEEEEETE [ FEE T trrrrrnd
rpS5e IGRAGTVRRQAVDVSPLRRVNQAI-WLLCtGAREAafrNIKT---IAECLADELINAAKG 183
DSSP EEELLEEEEEEEELLHHHHHHHHL-HHHH1LHHHHh11LLLL---HHHHHHHHHHHHHHL

DSSP LLLLHHHHHHHHHHHHLLLLL
2NOQF SSTSYAIKKKDELERVAKSNR 224
ident || [LIIEEIEEEEITTTTTI
rpSS5e SSNSYAIKKKDELERVAKSNR 204
DSSP LLLLHHHHHHHHHHHHHHHHL

E3 DSSP HHHHHHHHHLL----LLLHHHHHHHHHHHHHHHHHLLLLLHHHHHHHHLHHHLLLEEEEE
2WDMG LVTAFINKIMR----DGKKNLAARIFYDACKIIQEKTGQEPLKVFKQAVENVKPRMEVRS Tl
ident | [ [ 11 [ (I [ I N LIl
rpS5e IVERLTNSMMMhgrnNGKKLMTVRIVKHAFEIIHLLTGENPLQVLVNAIINSGPREDSTR 127
DSSP HHHHHHHHHLL1111LLLHHHHHHHHHHHHHHHHHHHLLLHHHHHHHHHHHLLLLEEEEE

DSSP LLLLLLLLEEEEELLHHHHHHHHHhHHHH-HHLLLLL---LLHHHHHHHHHHHHHHLL--
2WDMG RRVGGANYQVPMEVSPRRQOSLALrWLVQ-AANQRPE---RRAAVRIAHELMDAAEGK-- 131
ident | L] [l [ | N

rpS5e IGRAGTVRRQAVDVSPLRRVNQAI-WLLCtGAREAAFrniKTIAECLADELINAAKGSsn 186
DSSP EEELLEEEEEEEELLHHHHHHHHL-HHHH1LHHHHHL111LLHHHHHHHHHHHHHHLL11

DSSP LHHHHHHHHHHHHLLLLL11lhhhll
2WDMG GGAVKKKEDVERMAEANRayahyrw 156
ident [ 11 [ I

rpS5e SYAIKKKDELERVAKSNR--—----- 204
DSsp LHHHHHHHHHHHHHHHHL-------

Supplementary Figure 2. (A) Structure based sequence alignment of human 40S S5 and yeast
S5 in the CrPV bound form > (PDB ID : 2NOQ). Residues of 2NOQ, chain F (yeast S5) at the
interface with CrPV IRES are highlighted in red and corresponding residues in human 40S S5
that were used as interaction restraints for docking, are also highlighted in red. Residues not

added as restraints are in blue (B) Structure based sequence alignment of human 40S S5 and



prokaryotic S7 (S5p) in the crystal structure of Thermus thermophilus ribosome ¢ (PDB ID :
2WDM). Residues at the interface with E-site tRNA are highlighted in red and corresponding
residues of human 40S S5 are also highlighted in red and blue, depending on whether or not they
are used interaction restraints. Substitutions to Gly and residues not observed at the interface of

model obtained by map density fit, are not used as restraints.
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Supplementary Figure 3. (A) Locations of A (red), P (yellow) and E (pink) site tRNAS relative
to 40S ribosomal protein S5 (purple) and S28 (cyan). The figure shows the structural alignment
of coordinates from Thermus thermophilus ribosome ® (PDB ID : 2WDM), Triticum aestivum
ribosome ’ (PDB ID: 31Z7) and rabbit 40S ® (PDB ID : 4KZZ). (B) Probable interface residues of

ribosomal protein S28 involved in contact with domain IV of HCV IRES. The residues were



identified by comparison with mRNA bound S28 structure ® and 30S ribosomal protein S12 ° —
rRNA interactions (Figure 4). (C) Structure based sequence alignment of 30S ribosomal protein
S12 (PDB ID : 30HY) ° and human ribosomal S28. Interface residues observed at S12 — rRNA
interface are highlighted in red and equivalent residues likely to occur at the human 40S S28 —
HCV IRES domain IV interface, are highlighted. Structurally equivalent residues are in

uppercase.
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Supplementary Figure 4. Model of IRES RNA involving domains Illef and pseudoknot. (A)
Structural alignment of the crystal structure of region of IRES RNA involving the pseudoknot
f 10

and domains Illef = (dark grey) with the model generated for Illef+pseudoknot (red). (B) The

relative orientations of S26 (purple), S28 (cyan) and S3a (blue) based on fitted co-ordinates of
ribosomal head and body. The fitted model of Illef+pseudoknot (red) is also shown. (C)

Comparison of docked pose with the conformation prior to docking (grey).
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Supplementary Figure 5. Interactions involving S26 and S3a. Prediction of RNA binding
residues for (A) S3a and (B) S$26 using RNABindR ** and BindN *2. Positive predictions are in

blue and residues occurring at interface with Illef+pseudoknot model, are highlighted in red.
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Supplementary Figure 6. Contacts with S27. (A) Structural alignment of human S27 (blue) and
60S ribosomal protein 140 7 (green). The probable RNA contact is represented in the context of
140 (B) Structure based sequence alignment of human S27 with ribosomal 140 (PDB 1D: 31ZR 7).
RNA binding residues of the 140 observed at the interface of interest (Interface of contact of S27
and IRES), are highlighted. Structurally equivalent residues are in uppercase. (C) 40S ribosomal
protein S7 residues predicted to interact with RNA by RNABindR . Positive predictions are in

blue and residue highlighted in red is in the vicinity of the RNA bulge between jlllabc and I11d.
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Supplementary Figure 7. (A) Structure based sequence alignment obtained by the comparison
of structures of S25 and FadR transcription factor *3. Structurally equivalent residues are in
uppercase. (B) Structural superposition corresponding to the alignment (A). Structure of human
ribosomal S25 is shown in pink, while the structure of DNA bound FadR is in green. (C) Three
important base specific contacts found in FadR- DNA complex. These residues are also found in
S25, at structurally equivalent positions in the previous alignment (A). (D) & (E) Multiple
alignment of S25 sequences & 18S rRNA segments (1534-1544 & 1589-1599) from different
species. The residues that take part in base specific contacts, are highlighted. Probable RNA
bases to which these residues make contact, are also shown. These bases are chosen referring to

the interactions observed in the FadR-DNA complex **. The amino acid residue of S25 and the



rRNA base that it interacts with are highlighted in the same color. Non-preferred bases are

highlighted in green.
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Supplementary Figure 8. Proteins in the vicinity of HCV IRES. Different 40S ribosomal
proteins occurring in the vicinity of HCV IRES but not likely to participate in direct contacts, are

indicated in black. (A) and (B) shows different views related by 180° rotation.
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Supplementary Figure 9. Proteins in the vicinity of domain Il and Illef+pseudoknot. (A)
Relative locations of proteins S3a (blue), S14 (green), expansion segment 7 (ES7), IRES domain

I11d and Ille are shown. (B) Relative locations of HVC IRES domain Il, S16 (blue) and S14



(green).
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Supplementary Figure 10. Interactions involving 40S ribosomal proteins and HCV IRES RNA.

Residue-base interactions involving HCV IRES domains and human 40S ribosomal proteins S5,

S25, 528, S26, S27 and S3a are shown. Residue numbers are given below the protein names and



interacting bases are highlighted.
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Supplementary Figure 11. Conservation of interface residues of S5 ad S25. (A) and (B)
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highlights (red) interface residues of S5 and S25 that contact IRES RNA. Residues that are not

conserved in another species, are shown in blue. The Gl accessions are given for each sequence.

A

15228895 _Arabidopsis RDVQEASVYEGYTLPKLYAKTQYCVSCAIHSHVVRVRSRTNRRVRTPP-- 98
17508699 _Caenorhabditis RDIGDASAYTQYALPKLYHKLHYCIACAIHSKVVRNRSREARRDRNPP-- 98
P62854 Homo RDISEASVFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
6981488 Rattus RDISEASVFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
57092393 Canis RDISEASVEDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
62751960 Bos RDISEASVEFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
255522917 Equus RDISEASVFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
147899011 Sus RDISEASVEDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP-- 98
17647893 Drosophila RDITEASIWDSYVLPKLYAKLHYCVSCAIHSKVVRNRSREARRIRTPP-- 98
6320978_Saccharomyces RDLSEASVYPEYALPKTYNKLHYCVSCATIHARIVRVRSREDRKNRAPPQR
100

B **: :** s *.*** * * :**::****:::** * %k %k *: * k%
P61247 Homo_ sapiens KLIPDSIGKDIEKACQ@SIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGS 236
545210000 Equus KLIPDSIGKDIEKACQSIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGS 347
296470536_Bos KLIPDSIGKDIEKACQSIYPFHDVFVRKVKMLKKPKFELGKLMELHGEGS 236
8394221 Rattus KLIPDSIGKDIEKACQSIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGG 236
545557812 Canis KLIPDSIGKDIEKACQSIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGS 236
212549625_Sus KLIPDSIGKDIEKACQPIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGS 236
17864162 _Drosophila KLALDSIAKDIEKSCQRIYPLHDVYIRKVKVLKKPRFDVSKLLELHGDGG 239
17553700 Caenorhabditis KLIPDSIGKDIEKTCSKLYPLQEVYIRKVKIIKRPKVDLGRLHDLHGDSI 234
15236171 _Arabidopsis KFIPEAIGREIEKATQGIYPLONVFIRKVKILKAPKFDLGKLMEVHGDYT 236
6323474 _Saccharomyces KLIPEVINKEIENATKDIFPLONIHVRKVKLLKQPKFDVGALMALHGEGS 236

* . ek s ekkoe s s aks s s s skhkhkks sk ke s * skk .

Supplementary Figure 12. Conservation of interface residues of S26 ad S3a. (A) and (B)
highlights (red) interface residues of S26 and S3a that contact IRES RNA. Residues that are not

conserved in another species, are shown in blue. The Gl accessions are given for each sequence.



545519486 _Canis MPLA--KDLLHPSAEEEKRKHKKQRLVQSPNSYFMDVKCPGCYKITTVES 48
94966948 Bos MPLA--RDLLHPSLDEEKKKHKKKRLVQSPNSYFMDVKCPGCYKITTVES 48
P42677 Homo MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES 48
16758382 Rattus MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES 48
545216788 _Equus MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES 48
335302450_Sus MPLA--KDLLHSSPEEEKRKHKK-YLVQSPNSYFMDVKCPGCYKITTVES 47
24649976 _Drosophila MPLA--KDLLHPLPAEEKRKHKLKRLVQHPNSYFMDVKCPGCYRITTVES 48
17563244 Caenorhabditis MPLA--VDLLHPEPQREIRCHKLKRLVQHPNSYFMDVKCSGCFKISTVES 48
15238845 Arabidopsis MVLONDIDLLHPPPELEKRKHKLKRLVQSPNSFFMDVKCQGCFNITTVES 50
6321809 Saccharomyces MVLV--QDLLHPTAASEARKHKLKTLVQGPRSYFLDVKCPGCLNITTVES 48
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17563244 Caenorhabditis
15238845 Arabidopsis
6321809 Saccharomyces
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HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRQKQH 84
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH 84
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH 84
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH 84
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH 84
HAQTVVLYVGCSAVLCQPTGGKARLTEGCSFRRKQR 83
HAQGVVVCAGCATILCQPTGGRAKLTEGCSFRRKPQ 84
HATTVVVCVGCNTVLCQPTRGKAKLTEGCSFRKKQ- 83
HSQTVVVCGNCQTVLCQPTGGKARLQEGCSFRKK-- 84
HAQTAVTCESCSTVLCTPTGGKAKLSEGTSFRRK-- 82
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Supplementary Figure 13. Conservation of interface residues of S27. Interface residues of S27
(red) that contact IRES RNA are highlighted. Residues that are not conserved in another species,

are shown in blue. The Gl accessions are given for each sequence.



PTV_GQ914053 UUABCUUGUGCCCAACACUAGUCULU
CHV_JF744991 -
RodHV_KC411806 GAGUC-GGGU CCCCAGGCLC c---1~ctca
HGBVB_AJ277947 CAGEGCGUGGGGGAUUUCCCCUGCLCAlCUGCAGAAGEG
CSFV_Z46258 G CCU---CCCUCCAGCGACBGCCGAAGUGH-GGE
BVDV_NC_001461 G-GSAACAAAUC-~-~-CCUCUCAGCH CGAAAAGAGGE
HCV_Tb_M84754.1 --CGUCUAGCT i 95
HCV_la_M67463 i
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PTV_GQ914053 wnUUUAAACACAG—{————&AAU AUUG—-CUUGGUUAUGAAUUCAC GACUAACCC
CHV_JF744991 {UCACCAUGUGUC---=----~ACUCBCC———————=——==—~ UAUGGAGBGUUCCACCCC
RodHV_KC411806 *CAAGCCAGGUG -~ =4~ ==~ GGGEBGU -~ —— === === ===~ AU GGGAGBCGGGGGGUGE
HGBVB_AJ277947 ‘GAGCCAACCACCUUAGUAUGUAGBEGGCGGGACUCAUGACGCUCGCGUGAUGACAAGCGE
CSFV_Z46258 {UAGCCAU-GCCCAUAG--UNGGABUAGCAAAACGGAGGGACUAGCCAUABUGGCGAGCUC
BVDV_NC_001461 UﬂGCCAU GCCCUU&G——U&GG GCAUAAUGAGGGGGGUAGCAACABUGGUGAGUUC
HCV_Tb_M84754.1 AU-—————————mm -=G--AQUGUBBUGCAGCCUCCAGGACCCCCCCUCCEBGGGAGAGCCA 140
HCV_la_M67463 mp ————————————— n——AGUGU UGCAGCCUCCAGGACCCCCCCUCCBGGGAGAGCCA
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PTV_GQ914053 A uC uc UAUAG-
CHV_JF744991 A U-Gi UCUCGUAGACCAUAGGACAUGAGU
ROdHV_KC411806 A U- UCGAGGCYGAAAAC- -~ -CGCCAUC
HGBVB_AJ277947 A U- UC-UCQUAGACC-~—~--4--==-GU
CSFV_Z46258 A G-~~-~+GCUAGUAR---AAAAAU
BVDV_NC_001461 A UU-----+GCUAC--U---AAAAAU
HCV_Tb_M84754.1 A UCUCGUAGACCGUGGACGCAUGAGC 347
HCV_la_M67463 A

UCUCQUBGACCGUGQAGCAUGAGC

Supplementary Figure 14. Conservation of IRES RNA bases. Bases that occur at the interface
with ribosomal proteins S5 & S25 are highlighted in (A) while those interacting with S3a & S26
are in (B). The figure shows multiple alignment of IRES RNA sequences from Porcine
teschovirus (PTV), Canine herpesvirus (CHV), Rodent herpesvirus (RodHV), Hepatitis GBVB
(HGBVB), Classical swine fever virus (CSFV), Bovine viral diarrhea virus (BVDV) and HCV
IRES subtypes. Alignment was carried out using LocaRNA * and the coloring reflects

compatibility for base-pairing. A consensus secondary structure is also provided on top and



extent of conservation is indicated below the alignment. The Gl accessions are given for each

sequence
S27
-
{(C((((ccce)))))))ecccccccccnnns

PTV_GQ914053 GCGAG CG---CAAUUG--UJA--CCGGGUAUU-
CHV_JF744991 --ACC. AAA--GUACGG--GlA-UGCGGGUC~-~~
ROdHV_KC411806 --GACG CGG--ANG--CUGCAUC--~
HGBVB_AJ277947 U UGAU UCAUGGGUUCGGUGRUGGUGGCGCUUUA
CSFV_Z46258 AGUAC GECGUCAGUAG=~~~
BVDV_NC_001461 GUCAGUGG----
HCV_Ib_M84754.1  UAGURGUCUGCGGA. UGCCAGGAC---- 183
HCV_la_M67463 UAGUBGUCYGCGG UGCCAGGAC-~~-~

........ 2380505052005 65k o s sisn@20isin s s 230 mmnnrse

............ ) )Yas s Gl ECCOUCCan snan il snnnanas smans ol
PTV_GQ914053 ---~GCACCAAUGGUBGCGAC CAGAAGAG UACUCCUGACUGGGC
CHV_JF744991 CCCCC GU~-~CGAG CUGGAAUUCGUGAAUUC]
RodHV_KC411806 UUAG GGG-AGAGCEBCACUUGACACCACGAAUC
HGBVB_AJ277947 GAU-AGAGCEBBCGGCACUGUAGGGAAGAC
CSFV_Z46258 U--G GC-CCAC AGAUGCUACGUGGACG
BVDV_NC_001461 C--C UAA-AGGUCHBIGAGAUGCCACGUGGACG
HCV_1b_M84754.1 GACCGBGUCCU CUCAAUGCCUGGAGAUUU
HCV_la_M67463 GACCGEGUCCU| ICUCAAUGCCUGGAGAUU

CCCCC.CCCC(Caaa)d)))ed))e)))))

PTV_GQ914053 CCCUAGGCAC! -AUUG AUUUCUCUGGGGC
CHV_JF744991 GGCUUG-AACGECUUUGHEC--UUCGGAGCCGAA AUUU
RodHV_KC411806 = ACAAUCGC---CGGCGUGGGACHCGUUGRCU~--CCGUGGCCGAGC—-~-AAUU
HGBVB_AJ277947 UCACUACCAAGGACGCAGACCHRUUUUUY GUAUCACGCCUCCGGAAGUAGUU
CSFV_246258 : GACACAC--CUUAACCCUAG
BVDV_NC_001461 = GCACAU--CUUAACCUGAG
HCV_1b_M84754.1 : CCGCGAGAC--UGCUA--GCCG
HCV_1la_M67463 = ICCGCAAGAC--UGCUA--GCCG

Supplementary Figure 15. Conservation of IRES RNA bases. Bases that occur at the interface
with ribosomal proteins S27 are highlighted. The figure shows multiple alignment of IRES RNA
sequences from Porcine teschovirus (PTV), Canine herpesvirus (CHV), Rodent herpesvirus
(RodHV), Hepatitis GBVB (HGBVB), Classical swine fever virus (CSFV), Bovine viral diarrhea
virus (BVDV) and HCV IRES subtypes. Alignment was carried out using LocaRNA ** and the
coloring reflects compatibility for base-pairing. A consensus secondary structure is also provided

on top and extent of conservation is indicated below the alignment. The GI accessions are given



for each sequence

Supplementary Table 1. Structural relatives with nucleic acid binding properties. For the

ribosomal proteins S28, S7 and S27, the rmsd and Z-scores of the folds identified as structural

relatives, are listed. DALI * was used for doing the structure comparison and search.

Ribosomal Protein Related Fold (PDB rmsd Z score
code)
S28 30HY 3.4 A 3.5
S27 31ZR 2.0A 2.6

Supplementary Table 2. Dope Score * of models selected for human ribosomal 40S proteins.

Ribosomal Protein Dope Score
S5 -17590.8
S25 -7006.4
S26 -5486.6
S28 -4346.3
S3a -18404.8
S27 -5264.0
S7 -17603.2




Supplementary data 1: Structure based sequence alignments

1. Structure based sequence alignment of human 40S S5 and yeast S5 in the CrPV bound form 5
(PDB ID : 2NOQ). Residues of 2NOQ, chain F (yeast S5) at the interface with CrPV IRES are
highlighted in red and corresponding residues in human 40S S5 that were used as interaction
restraints for docking, are also highlighted in red. Residues not added as restraints are in blue.

>2NOQF

——————————————————————————————————————————— rYANKRFRKAgcpiieR
LTNSLMMNGRN-—-—--NGKKLKAVRIIKHTLDIINVLTDONPIQVVVDAITNTGPREDTTR
VGGGGAARRQAVDVSPLRRVNQAIaLLTI-GAREA---AFRN1ikt IAETLAEELINAAKG
SSTSYAIKKKDELERVAKSNR

>rpsbe
tpdiklfgkwstddvgindislgdyiavkekyakylphsagryaAKRFRKAQC—————-— P
IVERLTNSMMMhgrnNGKKLMTVRIVKHAFEITHLLTGENPLQVLVNAIINSGPREDSTR
IGRAGTVRRQAVDVSPLRRVNQAT-WLLCtGAREAQfrNIKT---TAECLADELINAAKG
SSNSYATKKKDELERVAKSNR

2. Structure based sequence alignment of human 40S S5 and prokaryotic S7 (S5p) in the crystal
structure of Thermus thermophilus ribosome (PDB ID : 2WDM). Residues at the interface with
E-site tRNA are highlighted in red and corresponding residues of human 40S S5 are also
highlighted in red and blue, depending on whether or not they are used interaction restraints.
Substitutions to Gly and residues not observed at the interface of model obtained by map density
fit, are not used as restraints.

>2WDMG

———————————————————————————————————————— arrrrAEVRQLQPd1lvygdV
LVTAFINKIMR----DGKKNLAARIFYDACKIIQEKTGQEPLKVFKQAVENVKPRMEVRS
RRVGGANYQVPMEVSPRRQOSLALrWLVQ-AANQRPE---RRAAVRIAHELMDAAEGK--
GGAVKKKEDVERMAEANRayahyrw

>rpSbe
tpdiklfgkwstddvgindislgdyiavkekyakylphsagryaaKRFRKAQC-—-—-—-- P
IVERLTNSMMMhgrnNGKKLMTVRIVKHAFEITHLLTGENPLQVLVNAIINSGPREDSTR
IGRAGTVRRQAVDVSPLRRVNQAI-WLLCtGAREAAFrniKTIAECLADELINAAKGSsSnN
SYATKKKDELERVAKSNR-—-—————

3. Structure based sequence alignment of 30S ribosomal protein S12 (PDB ID : 30HY) and
human ribosomal S28. Interface residues observed at S12 — rRNA interface are highlighted in
red and equivalent residues likely to occur at the human 40S S28 — HCV IRES domain IV
interface, are highlighted. Structurally equivalent residues are in uppercase.

>30HYQ
————— PKKVLTGVVVSDKMQ-------KTVTVLVERqGfphplygkvikrSKKYLAHDPEe
KYKLGDVVEIIEsrpisKRKRfrvlrlvesgrmdlvekylirrgnyeslsk

>rpS28



mdtsrVQPIKLARVTKVLGRtgsqgqCTQVRVEFMD-———=————~— dt SRSIIRNVKG-

PVREGDVLTLLE----SEREA-———————————

4. Structure based sequence alignment of human S27 with ribosomal 140 (PDB ID: 31ZR). RNA
binding residues of the 140 observed at the interface of interest (Interface of contact of S27 and

IRES), are highlighted. Structurally equivalent residues are in uppercase.

>3IZRm

———————————————————— 1IEPSLgalLARKyngDKMICRK--CYARLHP--RA-vncR

KKK-cGHSN-—-——===—————~— QLRPKKKik
>rpS27

mplakdllhpspeeekrkhkkKRLVQ--SPNS---YFMDVKCpgcyKITTVFSHAgQtvvL

CVGcsTVLCgptggkarltegcSFRRKQH-—

5. Structure based sequence alignment obtained by the comparison of structures of S25 and FadR

55

transcription factor. Structurally equivalent residues are in uppercase.

>1H9Ta

——————————— aQSPAGFAEEYIIESiwnnrFPPGTILPAERELSELIGVTRTTLREVLQ
RLAR--DGWLTIQHGKPTKVNnfwetsglniletlarldhesvpglidvllsvrtnisti

>rpS27

skgkvrdklnnlVLFDKATYDKLCKE-——-- VPNYKLIT-PAVVSERLKIRGSLARAALQ

ELLSKgLIKLVSKHRAQVIYT--—-—-———————-—

6. Multiple alignment of S25 sequences highlighting conserved residues involved base

specific contacts with 18S rRNA interaction.

>Q5BES5 EMENI/472-573
EKATAERLNKDVQSY-RLITVATLVDRLKING
>Q2UQX8 ASPOR/43-128
EKTVAERLNKDVQSY-RLITVATLVDRLKING
>RS25A YEAST/1-105
DQEKYDRILKEVPTY-RYVSVSVLVDRLKIGG
>Q59NZ2 CANAL/1-105
DQEKYDRILKDVPTY-KYVSVSVLVDRLKIGG
>RS254 ARATH/1-106
DQATYDKLLTEAPKF-KLITPSILSDRMRING
>Q53LUY9 ORYSJ/936-1032
DKATYDKLLSEVPKY-KQITPSVLSERLRING
>RS25 DROME/1-112
DKATYEKLYKEVPAY-KLITPSVVSERLKIRG
>Q201X9 ACYPI/1-112
DKVSYDKLYKEVPSY-KLITPSVVSERLKVRG
>RS25 CAEEL/1-109
DQATYDKLYKEVITY-KLITPSVVSERLKVRA
>RS25 HUMAN/1-113
DKATYDKLCKEVPNY-KLITPAVVSERLKIRG

LARKALADLEEKGQIKKVVGHSK-MNIYTRAV

LARKALEDLEEKGQIKKVVGHSK-LNIYTRAV

LARTALRHLEKEGITIKPISKHSK-QAIYTRAT

LARVALRQLEEDGIITPVLKHSK-QAIYTRAQ

LARRATIRELMAKGVIRMVAAHSS-QQIYTRAT

LARQATIKDLESRGAIRVVSVHSS-QLIYTRAT

LAKRALIELREKGLIKQVVQHHS-QVIYTRAT

LARRALDELCQKGLIKQVIQHRA-QLIYTRVT

LAKAGLKELQAKGLVKCVVHHHG-QVVYTRAT

LARAALQELLSKGLIKLVSKHRA-QVIYTRNT



>Q58EA6 MOUSE/1-113
DKATYDKLCKEVPNY-KLITPAVVSERLKIRG LARAALQELLSKGLIKLVSKHRA-QVIYTRNT
>Q6DJJ1 _XENLA/1-113
DKATYDKLCKEVPNY-KLITPAVVSERLKIRG LARAALQELLNKGLIKLVSKHRA-QVIYTRNT
>Q4Q3G4 LEIMA/1-105
DKETYDKLRSEVPKY-KLITPSIISDRLKIAV IAAAGLKQLCREKLIRLVSCSSK-TRVYTRIV
>Q5CTY4 CRYPI/1-106
DKKTADRFHSDVLKS—RLLTPAVVVNQLKVNA AARAMLRDCESKGIIKPVGEQTHGOMIYTKA-
>A0BF01 PARTE/25-135
DNTSYKQEETQLPKMGALITVSTVSDKFKVNG LARRCIRHFAKSGLLVPAGDONSKQYIFTVNA

7. The alignment highlights (red) interface residues of S5 that contact IRES RNA. Residues that
are not conserved in another species, are shown in blue. The GI accessions are given for each
sequence.

>194216174 Equus

———————————————————————— MTEWETAAPAVAETPDIKLEGKWSTD
DVQINDISLODYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLOQVLVNATIINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNQAIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>311259613 Sus

———————————————————————— MTEWETAAPAVAETPDIKLEGKWSTD
DVQINDISLODYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLOQVLVNATIINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNOQATIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>62751703 Bos

———————————————————————— MTEWETAAPAVAETPDIKLFGKWSTD
DVQINDISLQDYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLQVLVNATINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNOQATIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>57036143 Canis

———————————————————————— MTEWETAAPAVAETPDIKLEGKWSTD
DVQINDISLODYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLOVLVNAIINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNQAIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>P46782 Homo

———————————————————————— MTEWETAAPAVAETPDIKLEGKWSTD
DVQINDISLODYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLOQVLVNAIINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNQAIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>471009907 Rattus

———————————————————————— MTEWETATPAVAETPDIKLEGKWSTD
DVQINDISLODYIAVK-EKYAKYLPHSAGRYAAKRFRKAQCPIVERLTNS
MMMHGRNNGKKLMTVRIVKHAFEITHLLTGENPLOQVLVNAIINSGPREDS
TRIGRAGTVRRQAVDVSPLRRVNQAIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>17647897 Drosophila
MAEVAENVVETFEEPAAPMEAEVAETILETNVVSTTELPEIKLFGRWSCD
DVTVNDISLODYISVK-EKFARYLPHSAGRYAAKRFRKAQCPIVERLTCS
LMMKGRNNGKKLMACRIVKHSFEITHLLTGENPLQILVSAIINSGPREDS



TRIGRAGTVRRQAVDVSPLRRVNQAIWLLCTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>17542204 Caenorhabditis

—————————————————— MADNWGSENVVADAAPATEAPEVALFGKWSLQ
SVNVSDISLVDYIPVK-EKSAKYLPHSAGRFQVRRFRKAACPIVERLANS
LMMHGRNNGKKLMTVRIVKHAFEIIYLLTGENPVQVLVNAVINSGPREDS
TRIGRAGTVRRQAVDVAPLRRVNQAIWLLCTGAREAAFRNVKTIAECLAD
ELINAAKGSSNSYAIKKKDELERVAKSNR

>15228111 Arabidopsis

—————————————————————— MAASAEIDAEIQQQLTNEVKLENRWSED
DVSVTDISLVDYIGVQPSKHATEFVPHTAGRYSVKRFRKAQCPIVERLTNS
LMMHGRNNGKKLMAVRIVKHAMEITHLLSDLNPIQVIIDAIVNSGPREDA
TRIGSAGVVRRQAVDISPLRRVNQAIFLLTTGAREAAFRNIKTIAECLAD
ELINAAKGSSNSYAIKKKDEIERVAKANR
>6322583_Saccharomyces MSDTEAPVEVQEDFEVVEEFTPVVLATPIPEEVQQAQT -
EIKLFNKWSFE
EVEVKDASLVDYVQVR---QPIFVAHTAGRYANKRFRKAQCPIIERLTNS
LMMNGRNNGKKLKAVRITIKHTLDIINVLTDONPIQVVVDAITNTGPREDT
TRVGGGGAARRQAVDVSPLRRVNQATALLTIGAREAAFRNIKTIAETLAE
ELINAAKGSSTSYAIKKKDELERVAKSNR

8. The alignment highlights (red) interface residues of S26 that contact IRES RNA. Residues that
are not conserved in another species, are shown in blue. The Gl accessions are given for each
sequence.

>15228895 Arabidopsis
MTFKRRNGGRNKHNRGHVKPIRCSNCGKCCPKDKATIKRFIVRNIVEQAAT
RDVQEASVYEGYTLPKLYAKTQYCVSCATHSHVVRVRSRTNRRVRTPP—
PRFARRKEDTPKPAQPGQAPRPAGGAPAAPRA

>17508699 Caenorhabditis
MTFKRRNHGRNKKNRGHVAFIRCTNCGRCCPKDKATIKKFVVRNIVEAAAV
RDIGDASAYTQYALPKLYHKLHYCIACATHSKVVRNRSREARRDRNPP--
PRFGOQR-AAAARPGAPG--PRP-—————————

>P62854 Homo
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDISEASVEFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-———-———————————

>6981488 Rattus
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDISEASVEFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-——————————————

>57092393 Canis
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDISEASVEFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-——————————————

>62751960 Bos
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDISEASVFDAYVLPKLYVKLHYCVSCATHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-——————————————

>255522917 Equus
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDISEASVFDAYVLPKLYVKLHYCVSCATIHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-——————————————

>147899011 Sus
MTKKRRNNGRAKKGRGHVQPIRCTNCARCVPKDKAIKKFVIRNIVEAAAV



RDISEASVEFDAYVLPKLYVKLHYCVSCAIHSKVVRNRSREARKDRTPP--
PRFRPAGAAPRPPPKPM-—-—————————————

>17647893 Drosophila
MTKKRRNGGRNKHNRGHVKPVRCTNCARCVPKDKAIKKFVIRNIVEAAAV
RDITEASIWDSYVLPKLYAKLHYCVSCATIHSKVVRNRSREARRIRTPP—
LRSFPKDMARNNONRK-=====—==————————

>6320978 Saccharomyces
MPKKRASNGRNKKGRGHVKPVRCVNCSKSIPKDKAIKRMAIRNIVEAAAV
RDLSEASVYPEYALPKTYNKLHYCVSCATHARIVRVRSREDRKNRAPPQR
PRENRDNKVSPAAAAKKAL-————————————



9. The alignment highlights (red) interface residues of S25 that contact IRES RNA. Residues that
are not conserved in another species, are shown in blue. The Gl accessions are given for each
sequence.

>P62851 Homo
MPPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLE
DKATYDKLCKEVPNYKLITPAVVSERLKIRGSLARAALQELLSKGLIKLV
SKHRAQVIYTRNTKGGDAPAAGEDA

>392347476_Rattus
MLPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLILE
DKATYDKLCKEVPNYKLITPAVVSERLKIRGSLARAALQELLSKGLIKLV
SKHRAQVIYTRNTKGGDAPAAGEDA

>345799858 Canis
MPPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLE
DKATYDKLCKEVPNYKLITPAVVSERLKIRGSLARAALQELLSKGLIKLV
SKHRAQVIYTRNTKGGDAPAAGEDA

>70778964 Bos
MPPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLE
DKATYDKLCKEVPNYKLITPAVVSERLKIRGSLARAALQELLSKGLIKLV
SKHRAQVIYTRNTKGGDAPAAGEDA

>311264034 Sus
MPPKDDKKKKDAGKSAKKDKDPVNKSGGKAKKKKWSKGKVRDKLNNLVLE
DKATYDKLCKEVPNYKLITPAVVSERLKIRGSLARAALQELLSKGLIKLV
SKHRAQVIYTRNTKGGDAPAAGEDA

>338712068 Equus
MPPKDNKKKKDAGKSAKKDKDPVNKSGGKATKKKWSKGKVQDKLNNLVLF
DKATYDKPCNEVPRYKLISPAVVSERMKIRGSLARATLQELLSKGRLKLV
SKHRAQVIYTRNTKGGDAPAAGEGA

>24645865 Drosophila
MPPKKDAKS-SAKQPOKTQKKKEGSGGGKAKKKKWSKGKVRDKLNNQVLF
DKATYEKLYKEVPAYKLITPSVVSERLKIRGSLAKRALIELREKGLIKQV
VOHHSQVIYTRATKGDEA-—————-

>17542024 Caenorhabditis
MPPKKDPKG-GKAPP-—--SKKKEGSGGGKAKKKKWSKGKVRDKLNNMVLF
DOATYDKLYKEVITYKLITPSVVSERLKVRASLAKAGLKELQAKGLVKCV
VHHHGQVVYTRATKEADVIVE-——--

>79322680 Arabidopsis

MAPKKDKVPPPSSKPAK-—————-— SGGGKQ-KKKWSKGKQKEKVNNMVLE
DOQGTYDKLLTEAPKFKLITPSILSDRMRINGSLARRAIRELMAKGLIRMV
SAHSSQQIYTRATNT-——=——————

>6321464 Saccharomyces

MPPKOQOLSKAAKAAAA-——————— LAGGKKSKKKWSKKSMKDRAQHAVIL

DOEKYDRILKEVPTYRYVSVSVLVDRLKIGGSLARIALRHLEKEGIIKPI
SKHSKQATYTRATAAASE-—————-—



10. The alignment highlights (red) interface residues of S27 that contact IRES RNA. Residues
that are not conserved in another species, are shown in blue. The Gl accessions are given for
each sequence.

>545519486 Canis
MPLA--KDLLHPSAEEEKRKHKKQRLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRQOKQH

>94966948 Bos
MPLA--RDLLHPSLDEEKKKHKKKRLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH

>P42677 Homo
MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH

>16758382 Rattus
MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH

>545216788 Equus
MPLA--KDLLHPSPEEEKRKHKKKRLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLCVGCSTVLCQPTGGKARLTEGCSFRRKQH
>335302490 Sus
MPLA--KDLLHSSPEEEKRKHKK-YLVQSPNSYFMDVKCPGCYKITTVES
HAQTVVLYVGCSAVLCQPTGGKARLTEGCSEFRRKQR

>24649976 Drosophila
MPLA--KDLLHPLPAEEKRKHKLKRLVQHPNSYFMDVKCPGCYRITTVES
HAQGVVVCAGCATILCQPTGGRAKLTEGCSFRRKPQ

>17563244 Caenorhabditis
MPLA--VDLLHPEPQRETIRCHKLKRLVQHPNSYFMDVKCSGCEFKISTVES
HATTVVVCVGCNTVLCQPTRGKAKLTEGCSFRKKQ-

>15238845 Arabidopsis
MVLONDIDLLHPPPELEKRKHKLKRLVQSPNSFFMDVKCQGCENITTVES
HSQTVVVCGNCQTVLCQPTGGKARLOEGCSFRKK--

>6321809 Saccharomyces
MVLV--QDLLHPTAASEARKHKLKTLVQGPRSYFLDVKCPGCLNITTVES
HAQTAVTCESCSTVLCTPTGGKAKLSEGTSFRRK-—



11. The alignment highlights (red) interface residues of S3a that contact IRES RNA. Residues
that are not conserved in another species, are shown in blue. The GI accessions are given for
each sequence.

>P61247 Homo sapiens

——————————— MAVGKNKRLTKGGKKGAKKKVVDPEFSKKDWY DVKAPAME
NIRNIGKTLVTRTQGTKIASDGLKGRVFEVSLADLOND---EVAFRKFKL
ITEDVQGKNCLTNFHGMDLTRDKMCSMVKKWQTMIEAHVDVKTTDGYLLR
LECVGEFTKKRNNQIRKTSYAQHQQVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQSIYPLHDVFVRKVKMLKKPKFELGKLMELHGEGS
S-SGKATGDETGAKVERADGYEPPVQESV—-————

>545210000 Equus
HFRPFGSLSSVMAVGKNKRLTKGGKKGAKKKVVDPEFSKKDWY DVKAPAME
NIRNIGKTLVTRTQGTKIASDGLKGRVFEVSLADLOND---EVAFRKFKL
ITEDVQGKNCLTNFHGMDLTRDKMCSMVKKWQTMIEAHVDVKTTDGYLLR
LECVGEFTKKRNNQIRKTSYAQHQOQVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQSIYPLHDVEVRKVKMLKKPKFELGKLMELHGEGS
S-SGKATGDETGAKVERADGYEPPVQESV—-——-——

>296470536_Bos

——————————— MAVGKNKCLTKGGKKGAKKKVVDPFSKKDWYDVKAPAME
NIRNIGKTSVIRTQGTKITSDGLKGRVFEVSLADLOND---EVAFRKFKL
ITEDVQGKNCLTNFHGMDLTRDKMCSMVKKWQTMIEAHVDVKTTDGYLLR
LECVGEFTKKRNNQIRKTSYAQHQQOVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQSIYPFHDVFVRKVKMLKKPKFELGKLMELHGEGS
S—-SGKATGDETGAKVERADGYEPPVQESV—-——-——

>8394221 Rattus

——————————— MAVGKNKRLTKGGKKGAKKKVVDPFSKKDWYDVKAPAME
NIRNIGKTLVTRTQGTKIASDGLKGRVFEVSLADLOND---EVAFRKFKL
ITEDVQGKNCLTNFHGMDLTRDKMCSMVKKWQTMIEAHVDVKTTDGYLLR
LECVGEFTKKRNNQIRKTSYAQHQQVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQSIYPLHDVEVRKVKMLKKPKFELGKLMELHGEGG
S—-SGKTTGDETGAKVERADGYEPPVQESV—-—--—-—

>545557812 Canis

——————————— MVVGKNKRLTKGGRKGAKKKVVDPFSKKDWYDVKAPAME
NIRNIGKTLVTRTQGTKIASDGLKGRVFEVSLADLOND---EVAFRKFKL
ITEDVQGKNCLTNFHDVDLTRDKMCSMVKKWQTMIEAHVDVKTTDGYLLH
LECVGETKKRNNQIRKTSYAQHQQVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQSIYPLHDVEVRKVKMLKKPKFELGKLMELHGEGS
S—-SGKAMGDETGAKVERADGYKPPVQESV-—--—-

>212549625 Sus

——————————— MAVGKNKRLTKGGKKGAKKKVVDPFSKRDWYDVKAPAME
NIRNIGKTLVTRTQGTKIASDGLKGRVFEVSPADLOND---EVAFRKSKL
ITEDVQGKNCLTNFHGMDLTRDKMCSMVKKWQTVIEAHVDVKTTDGYLLR
LECVGETKKRNNQIRKTSYAQHQQVRQIRKKMME IMTREVQTNDLKEVVN
KLIPDSIGKDIEKACQPIYPLHDVEFVRKVKMLKKPKFELGKLMELHGEGS
S-SGKATGDETGAKVERADGYEPPVQESV---—-

>17864162 Drosophila

——————————— MAVGKNKGLSKGGKKGGKKKVVDPFSRKDWY DVKAPNME
QTROIGKTLVNRTQGQRIASDYLKGRVFEVSLADLQKDIDPERSFRKFRL
IAEDVQDRNVLCNFHGMDLTTDKYRSMVKKWQTLIEAIVEAKTVDGYLLR
VECIGFTAKDQQSQRKTCYAQQSQVRKIRARMTDIITNEVSGADLKQLVN
KLALDSIAKDIEKSCQRIYPLHDVYIRKVKVLKKPREDVSKLLELHGDGG
GKSVEAVVSSEGAVIDRPEGYEPPVQEAV-———-
>17553700_Caenorhabditis

——————————— MAVGKNN—NKMGKKGGKKKAVDPFSRKEWYDIKAPNME
NTRQVGKTLINRTQGTKIASEGLKGRVFEVSLGDLNNS ---EADFRKFKL
IAEDVQGKNVLTNFHAMSMTHDKLCS IVKKWHTLIEANTAVKTTDGYTLR
VEVIAFTKKSVNQVKKTSYTKTSKIRKIRSEMIGCIEKEVTGCDLKEVVS
KLIPDSIGKDIEKTCSKLYPLQEVYIRKVKIIKRPKVDLGRLHDLHGDSTI

>15236171 Arabidopsis



——————————— MAVGKNKRISK-GRKGGKKKAVDPEFSKKDWYDVKAPGSFE
TNRNVGKTLVSRTQGTKIASEGLKHRVFEVSLADLOND—EDNAYRKIRL

RAEDVQGRNVLTQFWGMDETTDKLRSLVKKWQTLIEAHVDVKTTDGYTLR
MFCIAFTKRRANQVKRTCYAQSSQIRQIRRKMSEIMVKEASSCDLKELVA
KFIPEAIGREIEKATQGIYPLONVFIRKVKILKAPKFDLGKLMEVHGDYT
A-—————= EDVGVKVDRP-ADETMVEEPTEIIGA

>6323474 Saccharomyces

——————————— MAVGKNKRLSK-GKKGQKKRVVDPFTRKEWEFDIKAPSTE
ENRNVGKTLVNKSTGLKSASDALKGRVVEVCLADLQGS—EDHSFRKIKL

RVDEVQGKNLLTNFHGMDETTDKLRSMVRKWQTLIEANVTVKTSDDYVLR
IFATAFTRKQANQVKRHSYAQSSHIRAIRKVISEILTKEVQGSTLAQLTS
KLIPEVINKEIENATKDIFPLONIHVRKVKLLKQPKFDVGALMALHGEGS
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