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Supplementary Figure 1. QMEAN Z-score and MetaMQAPIl-predicted RMSD for
experimental and theoretical models. A. X-axis: predicted RMSD; Y-axis: QMEAN Z-score.

R"2=0.1418..



10
1

4758556|hPmp 3/535-613 ED-
148226831|Xenlae/533-609 ED - 1 S- QG I HVSVY - -
45387899|Danre/555-633 ED-LS-HGVHIAVYRI

24667063|Dromel/455-534 ED -
17554268|Caeele/471-549 ED -
221115483|Hydmag/516-594ED -
115903728 Strpur/426-504 ED -
198412413|Cioint/422-500 ED -
167520844|Monbre/284-362D S -
66821609|Dicdis/417-495 1 D
19115472|Schpo/392-470 ED- SA-AGLRCLVFRI
145240345|Aspni/381-459 AD - AE - KG |QMTVYR |
58265580|Cryneo/407-485 AR -ER- NG | RGAVFK I
6320681|Saccer/331-411  VE -
45190373|Eregos/280-356 AP -
15217815|Arath/645-724 DDPTT-VET IVSVYKI
115478156|Orysat/326-405 EDPNT-LET IVCVYR |
159477299|Chlr/308-388

118400295|Tetthe/674-762
124512930|Platal/545-623

TS-CGVHVSVYRI

-DVVHVTMYR I
TA-

RD-SA- IECRVALFRI
SN-SD-EENDVLLIYI

156084512|Babbov/395-474VG - KN- EE | EAALFTL -

67624083|Cryhom/327-403 LDQNN-PIVHAAIFKI
123431166|Trivag/406-486 ED
183231013|Enthis/38-107 | |
157878877|Leimaj/442-521 RH -

71744418|Trybru/374-453 RH- SE-ERPVFRAYHI

4758556|hPmp 3/614-683 DDDEESDE E
148226831|Xenlae/610-679 KDNDESDEE|-
45387899|Danre/634-700 HPDADES -

24667063|Dromel/535-598 GQDV - - - - -
17554268|Caeele/550-621 DAEKDAP - -|-
221115483|Hydmag/595-668Q DK | D KKNN|-
115903728|Stipun’505-572 DDDSGDEA -|-
198412413|Cioint/501-558 A - - - - - - - -
167520844|Monbre/363-431DDEDGEGEE|-

66821609|Dicdis/496-571 DPEQQTKHQ|- GTPNSCHLVWT.
19115472|Schpo/471-542 AQGNKLVDT--YTENTCNLVWE@
145240345|Aspni/460-5¢41 REGNREAQA|- LSSNTCELVWE’
58265580|Cryneo/486-569 GDGGEDAPG|- - LADNKCEL IWEH
6320681|Saccer/912-469 TGD | KMD - d
45190373|Eregos/356-401 - - - - - - - - -

15217815|Arath/725-786 EDEEEEV~~~~NGGNKCWLVW%
115478156|Orysat/406-468 ADEESD - - - KPVNSCALVWQ
159477299|Chl389-456 EDEDED - - APPNVCTLVWQ@~
118400295|Tetthe/763-828 ENGE | - - -LTDNKCALVWE

124512930|Platal/624-728
156084512|Babbow/475-539DVLLYD - -
67624083|Cryhom/403-454
123431166 Trivag/487-545 E1S- - - - - -
183231013|Enthis/107-156

motifs ddddddddddddd
jnetpred hPp3

' '
1S-QGVHISVYRV-

TS-TAVNVSVYRV-
-TGVHTSLYKL -
-TGVTVNVYRV -

DGVAASLFLV-
-AK-QELYCSLYKV-

KP-TVYHCKVFQF -
DP-GQDICRVYSL -

AAAAAGVDLVCSVYRV-
-AD-KNTIDLCYSV-

-ES-QGIFMVGF KF -
AT-EAPLLRAYRV-

20
i

RNLS -
-RNLS-
-RNLH-
-RDLODNQSKKFKVETNAKQLQMT
KSLA-
LNIS-
LNLN-
-RNLR-
SSMK -
VDLS -
-KYLA-
-DSLA-
-KYLT-
KNLQ -
PPLA-
- KKLS -
-RDLS-
GRLT-
-ENLQ-
-TNLS-
RSLT-
-GSLK- A
-HPLHLSTILKMBQKLFLS
-DEKMINKCRHKSKELFMK
FPIF-
-YPLY-

KSLN
TSI -

ﬁ

KKTNKCVLVWE
PKANRCTLVWEJ-
RRNNRCSLVWEQ-

-PNSCVLVWES

-GERNLCEMIWEﬁ-

-KKKNECKL I WEG

-VKSNHCQLMWS
- AN KWCELVWE
-RGPNTCTL IWE

NQDNHI INTITYNQQSQCSL IWN
--SSGGFCKOIWT“-
ETTTSCSLIWER-
-ASNKCVLAYESMPMPHQRNFGNF -
IGENKFIKLWEh
157878877|Leimaj/522-620 LCSVPLMDAAGKRDGRLD - DVDGDDAAEP - VF
71744418 Trybru/454-560 LMTCPLPDPRGREENOLEGDRHdTDGERAHVY ..... MNFVESVQEGESFMCNRDLTHVWRAAV - -

e Sm— S

H.
E--MIKQRNFSDL-
{

30
. 1 ' '
NPAKKFKIEANAGQLYLT

NPSKKFKIEANANQLYLT
NPAKKFKVEANANQLYLT

HPSKKFKVETNAKQLQMS
NPAKKFKVDTNAQQLYLT
NPAKRFKVEANAKQLQMT
DPSKKFKVEMNSKQLYLT
SEKNKFKVETNAKQYNMT
HPLYRS I IGRNSKENLAT
HRPHRLKIDLNAKQWGAT
NGRNRFKISKNAEQNALT
NGRHKFKVRETAKADLLS
NPKIRFKLKMNSKELSLK
DPKARYKLVTNARQLHLR
HPKTRFKVEMNARENRLT
HPQTRFKVDVNAQENRLT
DPQHRFKVDANARENHMT
DRVHKFKVDINAQQMQLH
NKKHIFKIDINAQQLHLT
NPKLLFKVDVNAQQFHLT
NKRY IFKIDRNAHDCHLT

SAAHLGKLRNFANDNLLR
SSAHLGKLRNFANDGLLR

85

1 '
-TAKDRSFGEM-
-TTKERSFGDM-
-TSKERNYGEV -
-TSQRRHFGE -
-QVKRRNFRDF -
-TNIKKTFTDW-

75

-ETKKKNFGEM -
-TLERRFFKDF -
-PILEAHF KGF -
-EIGRRAFRYW-

-ELPERVF KMF -
-YLQDCKFKGW-
-AAAGHTFRGW-
-SIGKPSFHRF -
- SVAKPCF TRF -
-TVLRRAFVGF -
- VVKDHNF NKW-
- VVKKKNF KNW -
-SVKKRNFSTW-
-VRPSRIFFKW-

-KRQRFSFNSL -

40

A ; ]
KFKQCPTENMAREHF K
KFKQCPTENMAREHF K
KFKQCPTENMAREHF K
KFKIFPMEKMAREFFQ
TVHTATLEKQAREFFE ..
RFHVFKTDPEAHDFLRRISNVEHFWNLAA- - - - - -
HFKLCPTEAMAREQF KKHNVEHYWGLVH - - - - - -
TFKQCTTDSQAREFFKKHGVEHYWDLSH- - - - - -
FIKFFRSEALAREWLDNRRSAHYWDLAL
NYEISPLESQARKYLQEHNVPHYWDMVK- - -
SFRSCPSENDAKSYLEE/GGAEHFWMLAK - - -
-QVKARAFRKWLGARVCETDSQAKDVLARAKLENFWVLAK- - -
RARHVETDSKAKEWLT-[PRF EAMWD LAK
FMKVCNDQDSLLRTLGQFDSEHFYSPVQ- - - - - - To = smsezore o = siwresore
FMKQCAEPADLRRILLAJAGGPLFAHTPLP -+« c oo e mmmmeeneeeen
HVHECVTESTAKKVFMDJAGVVHYWDLAV
SVHNCRSEAAAKKVFADASVPHYWDLAV - - -
RTETVRSAAAGRQLLEE[LGVGHYWDAAA- - -
KVHDVDSEVEARRVF TE[KNVEFYFDMAI - - -
KMIVAKTEMEVTDYLSQHDALHYYHI IK- - -
SVAFADCDEE I TEILKP[SKALHYFEMVQ- - -

< .
-DVNVVVVE
-DVNVVVVE
-DVNIVVGK
-DCCVVVVE
-AQNVIVVE
-GMALVITE
-DMNCVVVE
-DINIVVVE
-TNNIVIVE
-SCNLIAFE

-EMSVVVVE
-G 1 SVVVVE
-DFSLVVVE
-MPAIVLVE
-LYNF I IVE
VARHAQS IVVIE
ISSIDPCIILVE

85

-NFNLVIFEAGQKAIKKLKRLMLER

o,
GPKAQKKFKRLMLHR I
GPKSQKKFKRLMLSRI
GPKAQKKFKRLMLTRI
GPKQQKKYRRLMLTRI
GPKQQKFYKNLMINRI
GPKSQKKFKKLMLSRI
GPKQQKKFQRLMLHRI
GPKSQRKFRRLMMSR I
GPRNMRKYKRLMTHR I
GLKIQKKFKKLLLNRI

’ g0
KWDEQTSNTKG
KWDEQTTNSKG
KLDEPNSKRDE
KWEEDNAKGND
KWSDE | IGQKK
KWEEDSAQGMR
KWGEDKRSKHD
KWEEDKKGNEE
NWNDKVANSAA
DWDNPPPIKQS
DWTDTSRNS I |
GSHSINNYRKLMMNR IDWTENAGPNAV
VEKS | KHF KRLMLSRIDWTEQARPMAD
NEKSCKFYENLVMKR I KWNEDFELHTN
PPRACTFYDRLLTRRLAWHASAP- - -
KSKAIKRYGKLMMKR | NWEEAERKEGN
GKKS | KRYNKLMLNR I DWAAAVDDDDD
VDKATRRYLKLMMRRIDCRDANGDAAM
GPKAIKFYKKLMLRRIKWNKNSYLPKD
KHVS IERYKRLIFRRIKWNEDVYDDEE
SKLSVKRY I KLLMRR I KWEEAETTTDE
SKKSIKFYKNLLLNRIKWDQP I
NWNLEHES IPK

103 113
SESVLESTD ------
SQSVLETAD- - - - - -
-SQSVLETTDD- - - - -
-SGAVLEASTDQQ- - -
-STTVLLEGQDILPTA
SQTVLEEADS- - - - -

TSDLAQSEKQ- - - - -
-NFSPEI--- -
- SWSENV- - -
- SAKQNES- - -

-KHRSVLEHI -
-KYRDPLKDI -

Supplementary Figure 2: Alignment of sequences of BLUF-like domains from eukaryotic
Prp3 homologues. Vertical blue lines indicate hidden columns in the alignment. In the “motifs”
annotation row, uppercase W marks a conserved tryptophane residue; lowercase d, residues of a
disordered loop; lowercase w, the position corresponding to a tryptophane residue conserved in
BLUF domain proteins. The “jnetpred hPrp3” annotation row displays predicted secondary
structure elements of the human Prp3.



4303400
03409300
00010

“LT 150113861

hPrp22 P2

(DHX8) {DHX16)
' T 9159116692
Borrellia sequences - . ' ©159108899

(not annotated)

Supplementary Figure 3: Results of clustering of sequences of DEAH family helicases. For
eukaryotic proteins, only clusters containing the most important four human helicases are
indicated. Also indicated are the positions of the sequences of the three Giardia lamblia DEAH
helicases (red dots with Gl numbers).
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Supplementary Figure 4. N-terminal region of
hPrp8 (PRO8NT). A. Model of the conserved core
of the PFAM PROSNT domain. De novo model.
RMSD 2.4 A, QMIEAN Z-score -1.93. B. Alignment
of the Prp8 N-terminal domain. In the “de novo”
annotation row, boundaries of the de novo model
are shown. In the “bromodomain prediction”,
boundaries of the bromodomain prediction are
shown (about twenty amino acids are cut from the C
terminus). In the “jnetpred hPrp8”, secondary
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