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Abstract

Background: Protein fold recognition using sequence profile searches frequently allows
prediction of the structure and biochemical mechanisms of proteins with an important biological
function but unknown biochemical activity. Here we describe such predictions resulting from an
analysis of the 2-oxoglutarate (20G) and Fe(ll)-dependent oxygenases, a class of enzymes that are
widespread in eukaryotes and bacteria and catalyze a variety of reactions typically involving the
oxidation of an organic substrate using a dioxygen molecule.

Results: We employ sequence profile analysis to show that the DNA repair protein AlkB, the
extracellular matrix protein leprecan, the disease-resistance-related protein EGL-9 and several
uncharacterized proteins define novel families of enzymes of the 20G-Fe(ll) oxygenase
superfamily. The identification of AIkB as a member of the 20G-Fe(ll) oxygenase superfamily
suggests that this protein catalyzes oxidative detoxification of alkylated bases. More distant
homologs of AlkB were detected in eukaryotes and in plant RNA viruses, leading to the hypothesis
that these proteins might be involved in RNA demethylation. The EGL-9 protein from
Caenorhabditis elegans is necessary for normal muscle function and its inactivation results in
resistance against paralysis induced by the Pseudomonas aeruginosa toxin. EGL-9 and leprecan are
predicted to be novel protein hydroxylases that might be involved in the generation of substrates
for protein glycosylation.
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Conclusions: Here, using sequence profile searches, we show that several previously undetected
protein families contain 20G-Fe(ll) oxygenase fold. This allows us to predict the catalytic activity for a
wide range of biologically important, but biochemically uncharacterized proteins from eukaryotes and
bacteria.

Background

2-Oxoglutarate (20G)- and Fe(II)-dependent dioxygenases
are widespread in eukaryotes and bacteria and catalyze a
variety of reactions typically involving the oxidation of an
organic substrate using a dioxygen molecule [1,2]. One well-
studied reaction catalyzed by such enzymes is the hydroxyla-
tion of proline and lysine sidechains in collagen and other
animal glycoproteins [3-5]. In plants, enzymes of this family

catalyze the formation of the plant hormone ethylene by
oxidative desaturation of 1-aminocyclopropane-1-carboxylate,
and catalyze the hydroxylation and desaturation steps in the
synthesis of other plant hormones, pigments and metabo-
lites such as gibberellins, anthocyanidins and flavones
[1,6,7]. In bacteria and fungi, several members of this family
participate in the desaturative cyclization and oxidative ring
expansion reactions in the biosynthesis of antibiotics such as
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penicillin and cephalosporin [8-10]. The details of the cat-
alytic mechanism of these enzymes have been revealed by
determination of the crystal structures of isopenicillin N syn-
thase (IPNS), deacetoxycephalosporin C synthase (DAOCS)
and clavaminic acid synthase (CAS) [8-11]. These structures
showed that the catalytic core of the proteins consists of a
double-stranded B-helix (DSBH) fold containing a HX[DE]
dyad (where X is any amino acid) and a conserved carboxy-
terminal histidine which together chelate a single iron atom.
The substrates are bound within a spacious cavity formed by
the interior of the DSBH (see the Structural Classification of
Proteins (SCOP) [12]).

We use sequence profile analysis [13,14] to show that the
DNA-repair protein AlkB, the extracellular matrix protein
leprecan and the disease-resistance-related protein EGL-9
define new families of the 20G-Fe(II) dioxygenase super-
family. AIkB is widely represented in bacteria and eukary-
otes and has an important role in countering the toxic DNA
modifications caused by alkylating agents in both
Escherichia coli and Homo sapiens [15-17]. Despite consid-
erable effort, the precise biochemical mechanisms of its
action in DNA repair remain unknown. Recent studies have
shown that AIKB is required for specifically processing
lesions resulting from the alkylation of single-stranded (ss)
DNA [18]. Our findings predict an unusual role for this
enzyme in oxidative detoxification of DNA damage. The
EGL-9 protein from Caenorhabditis elegans is necessary for
normal muscle function, and its inactivation results in
strong resistance to paralysis induced by the Pseudomonas
aeruginosa toxin [19]. We predict that EGL-9 is a novel
hydroxylase that could elicit its action through the modifica-
tion of sidechains of intracellular proteins. Similarly, we

show that the animal extracellular matrix protein leprecan
[20] defines a hitherto unknown family of protein hydroxy-
lases that might be involved in the generation of substrates
for protein glycosylation.

Results and discussion

The 20G-Fe(ll) dioxygenase protein superfamily:
classification and functional prediction

The Non-redundant Protein Sequence Database (NCBI) [21]
was searched using the PSI-BLAST program [22] run to con-
vergence, with a profile-inclusion threshold of 0.01 and AlkB
protein sequences from various organisms as queries. In
addition to the AlkB orthologs, these searches retrieved from
the database, with statistically significant expectation (e)
values, several other more distant homologs of AlkB, includ-
ing uncharacterized eukaryotic proteins and fragments of
the polyproteins of plant RNA viruses from the carla-,
tricho- and potexvirus families. Examples of homologs
found include: Leishmania L3377.4, iteration 5, e-value =
8 x 107; Drosophila CG17807, iteration 3, e-value = 4 x 10,
papaya mosaic virus, iteration 3, e-value = 2 x 104. Further
iterations of the search using each of the detected proteins as
anew query resulted in the detection of several more eukary-
otic proteins, including EGL-9 and leprecan, several
uncharacterized bacterial proteins and prolyl and lysyl
hydroxylases. Finally, another iteration of database searches
initiated with the sequences of bacterial proteins, typified by
E. coli YbiX, resulted in the unification of these proteins with
plant dioxygenases such as leucoanthocyanidin oxidase and
gibberellin-20 oxidase. In this context, it should be noted
that the DNA-repair proteins typified by E. coli AlkB are
unrelated to the alkane omega-hydroxylase typified by the

Figure | (see pages 3 and 4)

Multiple sequence alignment of the 20G-Fe(ll) dioxygenase superfamily. Individual protein families are separated by blank
lines and a brief description of each family is given to the right of the alignment. The numbers at the ends of the alignment

indicate the position of the first and last of the aligned residues in the respective protein sequences. The consensus secondary
structure is shown above the alignment in uppercase letters. It was derived by taking those elements that are shared by the
predicted structures of individual families and the experimentally determined structures; H indicates o helix and E indicates
extended conformation (B strand). The lowercase letters represent extensions of the secondary structure elements that are
seen in some, but not all, members of the superfamily. The conserved amino-terminal extensions that are specific only to a
given family are separated from the rest of the alignment by vertical lines. The coloring of the alignment columns is according
to the 85% consensus that is shown underneath the alignment and includes the following categories of amino acid residues:
h, hydrophobic; |, aliphatic; a, aromatic (Y, F, W, H, L, I, V, M, A, all shaded yellow); s, small (S, A, G, T, V, P, N, H, D, shaded
blue); b, big (K, R, E, Q, W, F, Y, L, M, |, shaded gray); +, positively charged (K, R, H; colored magenta). The (predicted)
catalytic residues are indicated by asterisks and with reverse red shading. The proteins are designated by the protein/gene
name, the species abbreviation and the gene identification (Gl) number. Protein abbreviations are: CAS, clavaminic acid
synthase; DAOCS, deacetoxycephalosporin C synthetase; EFE, ethylene-forming enzyme; FLAS, flavonol synthase; Ga200x,
giberellin 20-oxidase; IPNS, isopenicillin N synthase; LDOX, leucoanthocyanidin hydroxylase; Lep, leprecan; P4HA, prolyl-4-
hydroxylase; PLO, lysyl hydroxylase; SanF and SanC, enzymes involved in nikkomycin biosynthesis. The remaining names are
the standard names of the genes that encode the respective proteins. Species abbreviations: At, Arabidopsis thaliana;

Bb, Borrelia burgdorferi; Cc, Caulobacter crescentus; Ce, Caenorhabditis elegans; Ci, Ciona intestinalis; Dm, Drosophila melanogaster;
Ec, Escherichia coli; Em, Emericella nidulans; Hs, Homo sapiens; Lc, Lysobacter lactamgenus; Le, Lycopersicon esculentum;

Mtu, Mycobacterium tuberculosis; Nc, Neurospora crassa; Pa, Pseudomonas aeruginosa; Pet, Petunia hybrida; Rr, Rattus rattus;

Sc, Saccharomyces cerevisiae; Sp, Schizosaccharomyces pombe; Sot, Solanum tuberosum; Scoe, Streptomyces coelicolor;

Scan, Streptomyces ansochromogenes; Scla, Streptomyces clavuligerus; Ssp, Synechocystis; Vc, Vibrio cholerae; ASPV, apple stem
pitting virus; ACLSV, apple chlorotic leaf spot virus; BSV, blueberry scorch virus; GLV, garlic latent virus; GVA, grapevine
virus A; PBCV, Paramecium bursaria chlorella virus; PMV, papaya mosaic virus; SHVX, shallot virus X.




Secondary Structure:
YBIX_Ec_3025022
PA4515_Pa_9950756
Ybix Bsep 5777381
XF0598_Xf_ 9105464

23 PQDVARFREQLEQAEWVDGRVTTGAQGAQVKNNQQVDT
11 AEEVSRIRAALEQAEWADGKATAGYQSAKAKHNLQLPQ
11 PAEAAQIRARLEAADWVDGKVTAGYQSAQVKHNRQLSE
11 RTQATSMQERLAAANWTDGRETVGPQGAQVKHNLOLPE

Lep Rr 5805194 497 SPHTPNEKFYGVTVLKALKLGQEGK--VPLQS
AKOESBZI_HS_IO438479 159 SPHTPNEKFYGVTVFKALKLGQEGK--VPLQS
FLJ10718 _Hs_ 8922619 317 SPHTPNEKFEGATVLKALKSGYEGR--VPLKS
Lep_Ci_9229924 216 SP FOGMTVYLAAKLAEKGK--VPPQT
AK025875_Hs_10438524 146 DLHSGALSVGKHFVNLYRYFGDKIQNIFSEED
EGL-9_Ce_5923812 418 FHIKDIRSDHIYWYDGYDGR
AK025273_Hs_10437756 68 VSKRHLRGDQITWIGGNEEG
CG1114 Dm 7296772 97 VRGDKIRGDKIKWVGGNEPG
VCA0949_Vc 9658386 53 QRAADIRSDKIQWLDLSMGQ
PA0310_Pa_9946156 85 VIREGIRGDLTQWLEPGESE
P4HA_Hs_4505565 360 LSRATVHDPE--TGKLTTAQYRVSKSAWLSGYENP
€G9728_Dm_7301967 798 MHRSTVNPLP--GGQOLKKSAFRVSKNAWLAYESHP
CG1546_Dm_10726875 351 MVRSAVAGS---GGEGTVRDLRVSQQTWLDYKS-P
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P4HA_Ce_1709529 352 LARATVHDSV--TGKLVTATYRISKSAWLKEWEGD ~VVETVNKRIGYMTNLEM IGGHYDP;[FIJHAK
P4HA_Dm_7301948 141 FRRATVQONSV--TGALETANYRISKSAWLKTQEDR |- ~VIETVVQRTADMTGLDM DSAEELQVVNY(
CG9713_Dm_7301967 354 LKRATVYQAS--SGRNEVVKTRTSKVAWFPDGYNP |- ~LTVRLNARISDMTGFNL-- --YGSEMLQLMNYG-
Cl4E2.4_Ce_ 1166595 116 MNEQKVVRDD--GEIAYSTYRQANGTITPAHSHAE ~AQSLMDTATQLLPVFDF -~ --QYTEQISALSYI-

Y43F8B.4. b Ce 3947627 347 FEEQLVVNDD--GNDIVSKI )VFHEDHPA ARSIWDTAKNLLPNLNF' KTAEDILALSYN

T20B3.7_Ce 7508029 39 LEIQKTS-DF--GTSI v 'VEIKMQAQKRIPGLNL------====——-TVAEHFSALSYL-----mmmee——-
CG9708_Dm_10726879 1134 LERAKVFRVE——KGSDEIDPSRSADGAWLPHQNID PDDLEVLNRIGRRIEDMTGLNT:

P4HA_At_6437556 70 LORSAVADND--NGESQVSDVRTSSGTFISKGKDP |----- IVSGIEDKLSTWTFLPK:

P4AH_PBCV_9631654 76 LIKSEVGGATENDPIKLDPKSRNSEQTWFMPGEHE | VIDKIQKKTREFLNSKKHCIDK

BlZFl.lOO_NC_9368561 314 YLPDAPIKED--GSES---SILAHNVYWIVDQTFH |DALW-ERVRPFIP GRKAR

PLOD_Ce_6093732 565 ERFCEELI )KRLAGGYENVPTRDIHMNQVGF | ER-QWLYFMDTYVRPVQEKTFIGYYHQ-~

PLO_Dm_7294743 556 DAFCDDLVAIMEAHNGWSDGSNNDNRLEGGYEAVPTRDIHMKQVGL | ER-LYLKFLOMFVRPLOERAFTGYFHN-

PLO2_Hs_6093730 573 EKACDELVEEMEHYGKWSGGKHHDSRISGGYENVPTDDIHMKQVDL | EN-VWLDFIREFIAPVTLKVFAGYYT

PLO1_Hs_400205 563 EVACDELVEEMEHFGQWSLGNNKDNRIQGGYENVPTIDIHMNQIGF | ER-EWHKFLLEYIAPMTEKLYPGYYT-

PLO3_Hs 6093731 574 EQMCDELVAEMEHYG( LAGGYENVPTVDIHMKQVGY | ED-QWLOLLRTY LFPGY!

MRCS. 2 1:At_92 94077 177 PSFCEMMLAEIDNFERWVGETKFRIMRPN---TMNKYGAVLDDFGL
K9D7.16_At_10178205 135 PDFFQKLLVEVENMRKWLHEAKLMIRKPN---NKSKYGVVLDDFGM
AK023553_HS_10435524 87 APFCQALLEELEHFEQSDMPKGRPN----- -TMNNYGVLLHELGL

DT-MLDKLMEGFIRPISKVFF
DI-MLKPLVEDFIFPICKVFFPQVCGT--
DEPLMTPLRERFLQPLMALLYPDCGGG--

SPBC6B1.08c_Sp_7491725 91 NMLKYLRQVRDA |[LY----SEEFRSHVQKITGCGP

Yer049wp_Sc_731462 108 SRLPNLFKLRQI |LY----SKQYRDFFGYVTKAGK

KIAA1612_Hs_10047299 115 RREPHISTLRKI |LF RSWLSDISKID

CG18761_Dm_10726758 137 MPACRLLTNFLQ | VL----RKQVRPWLEKVTNLK-- CGDYLLV] LL-
C17G10.1_Ce_861277 104 INPVENPAVFSF |RQ--FLYKEVKEWLONVSGVE RTDSLLPNJLI-
SanC_Scan_7407127 77 DQVRTLPANWQQ | LVADVVSRPYREALSALTGVD: WI TINRP -
SanF_Scan_8389327 71 PVFPRLPGVWRD | LVEDLRGAEFTAWLEKSTGIE NGDYLSV:KIZKP -
5110428_Ssp_1653558 203 MFLPIFAPFSEL|II-. -ERVKAILPQLISDLO- -IQPFQIDYVEAQLTAHN: YYK'
s110191_Ssp_7469866 154 LFSQKIPALSAL|IR- ~ERIKQKLPELLGQOLN-- --FSPFEVAEIELQLTAHN: YYRI G
CAS_Scla_322266 53 ~--SSTP | ----APEDRSLLTMEAMLGLVGRRLGLHTG--YRELRSGTVYHDVYP-SPGAHHL- L T)5MA -
IPNS_En_124825 104 FQDFAEQ | YYWDVFGLSSALLKGYALALGKEENFFARH-FKPDDTLASVVLIRYPYLDPYP3KTAADGTKLSF
FLAS_Pet_421946 136 —-YREANEE | YGKRMREVVDRIFKSLSLGLGLEGHEMIEA-AGGDEIVYLLKINYYP--PCPR-----PDLALGVV. -
LDOX Pet 1730108 137 ACGQLEWEDYFFHCAFPEDKRDLSIWPKNPTD------YTPATSE | YAKQIRALATKILTVLSIGLGLEEGRLEK LLOMKINYYP--KCPQ-----PELALGVEA;TNVS -
Srg_ At 479047 135 EDQKLDWADLFFHTVQPVELRKPHLFPKLPLP------FRDTLEM|YSSEVQSVAKILIAKMARALEIKPEELEKL-FDDVDSVQSMRMNYYP--PCPQ DQVIGLT -
EFE_Le_398992 80 EVTDLDWESTFFLRHLPTS--NISQVPDLDEE------YREVMRD | FAKRLEKLAEELLDLLCENLGLEKGYLKNAFYGSKGPNFGTKVSNYP--PCPK: PDLIKGL -
Ga200x_Sot_10800976 156 LC DQYFLKTM: IGKFYQE | YCNAMSTLSSGIMELLGESLGVSKNHFKQ-~--FFEENESIMRLNYYP--TCQK~~~~~. PDLALGTG! PT-
PA0147_Pa_9945977 97 FKETFDMALHLPAEHPDVRAGKSFYGPNRHPDLP--GWEALLEGH | Y-ADMLALARTVLRALAIALGIEEDFFDR RFEQPVSVFRLIHYP--PASA---RQSADQ G-
PA4191_Pa_9950401 98 WKEGLYLGSELDAEHPEVRAGTPLHGANLFPEVP---GLRETLLE | YLDATTRVGHRLMEGIALGLGLEADYFAAR--YTGDPLILFRLFNYPSQPV! GLDVQ G-
ISP7_Sp_729862 181 FRESFYFGNDNLSKDRLLR---PFQGPNKWPSTAGS-SFRKALVK | YHDOMLAFANHVMSLLAESLELSPDAFDE LGVQE:TIJAD~
SPCC1494.01_Sc_7491815 81 FGEKLDMEHQSRGDLKESYDLAGFPDPKLENLCPFIAEHMDEFLQ|FQRHCYKLTLRLLDFFAIGFGIPPDFFSK. SHSSEEDVLRLLKYSI-PEGV G-
DAOCS_Lyl_769809 89 CTNTGDYSDYAMVYSMGIS---GNIFPTAH-----——- FERLWSD | YFDLYYGISRQAARAVLESMDVHLNTDID---ALIDCDPVLRYRYFPDVPEDR---CAEQQPNRMAPLYINLS ~
RRPO_SHVX_54884O 610 KGRLAAFYSRDGQGYSYTGYSH--|KSQGWL-EGLDKLIEACGEKPT-- --TYNQCLVQKYE: QGSRI
POL_ASPV_487652 719 KGRGASFYSRDLKGYSYTGFSH--|VSRGWP-AFLDKFLSDNKIPLN-- --FYNQCLVQEYS TGHGL
POL_BSV_409711 708 KGRDAAWYSKEDREYKYNGGSH-- —--TYDCMLAQRYG AQGKI
RRPO_PMV_139137 554 TGRKAWFFSKDGKPYSYTGGSH-- -LPEFNQCLVQQFK: LOAAIPF
POL_GLV_1154656 638 SNRDAAFYSKGSFSYNCNGGYH-- ==YFNCVLFQKYD-=====——————— GGHGIGF;REDEE
Pol_GVA_1405615 603 KGREVAFYSRHSKEYKY! --SYDHCLIQRYT A I
RRPO_ACLSV_1710717 704 NRKAAYFCIDYPMVYFHDKISY-- |PTFEAT-GEIKQIIMRARDKWG: ISIENEE
T13L16.2_At_2708738 266 RGKGRETIQFGCCYNYAPDRAG--|NPPGILQREEVDPLPHLFKVIIRKLIK-WHVLPPTCVPDSCIVNIYD DCIPP):I»NHD
T19K4.220_At_3036813 264 RGKGRVTIQFGCCYNYAPDKAG--|NPPGILQRGDVDPMPSIFKV- --IIKSCIVNIYE- DCIPP)I)NHD
At2g48080_At_4249414 197 ETFVLFNKNTKGTKRELLQLGVP- | IFGNTTDEHSVEPIPTLVQSVIDHLLOWRL-IPEYKRPNGCVINFFDOQ: P-FQK!
AK000315.1_Hs_7020317 111 APLRNKYFFGEGYTYGAQLOKRGP |GQERLYPPGDVDEIPEWVHQLVIQKLVEHRVIP--EGFVNSAVINDYOQ: i IH
CG17807_Dm_7291441 167 GSLKHRNVKHFGFEFLYGTNN---|VDPSKP---LEQSIPSACDILWPRLNSFASTW-DWSSPDOQLTVNEY] I
CG6144_Dm_7297712 26 LSHIERTPKPRWTQLLNRRLVNY-|GGVPHPNGMIAEEIPEWLQTYVDK--VNNLGVFESQNANHVLVNEYL. DGIL! L
CG4036_Dm_7297561 93 DLDDLPWDISQSGRRKONFGPKTN | FKKRKLRLGSFAGFPRTTEYVQRRFED--VPLLRGFQTIEQCSLEYEPS KGASID W
FLJ2001_Hs_38923019 91 LMDRDPWKLSQSGRRKQODYGPKVN | FRKOKLKTEGFCGLPSFSREVVRRMGL--YPGLEGFRPVEQCNLDYCPE-~———=====- RGSAIDPjLIDAW
C14B1.10_Ce_6580210 188 QSLKHRAVVHFGHVFDYSTNS---|-ASEWK---EADPIPPVINSLIDRLIS---DKYITERPDQVTANVYE: S I
SPAP8A3.02c  Sp_° 7491301 62 VQRNLINNVPKELLSIYGSGKQ--|SHLYIPFPAHINCLNDYIPSDFKQR---——-. LWKGODAEAIIMOVYN-———————————— Ky LEM
L3377.4 _Lm 9989036 49 DASNLRKGYVDVYTRASDRIILND | GRFQLPPLPPASFMPLLERLEQDN--————~ VVPKSWLNNQTANLYE-===========- IBNLF
MTCI237. 14C : Mtu 2052134 58 RROMYDRVVDVPRLVSFHDLTI-- | EDPPHPQLARMRRRLNDIYGGELG - TTAGLCYYRD IC
AlkB_CC_2055386 43 ALGSLGWTSDARGYRYVDRHPE-- | TGRPWP-DMPPALLDLWTVLGD---- -PETPPDSCLVNLYA- RDE
ALKB_EC_113638 63 NCGHLGWTTHRQGYLYSPIDPQ-- | TNKPWPAMPQSFHNLCQRAATAAGY - ~PDFQPDACLINRYA- EEgHKDE
AlkB_Scoe_8894829 60 RQVCLGRHWYPYGYAATAVDGD-- | GAPVKPFPARLDGLARRAVTDALGAEAV--~~-, APAPYDIALINFYD

AlkB_At_4835778 173 LLRKLRWSTLGLQFDWSKRNYD-- |--VSLPHNNIPDALCQLAKTHAAI 'RPEGAIVNYF IGDTLGG: Li¥DME
AlkB_Sp_3080529 131 VHKKLRWVTLGEQYDWTTKEYP--|DPSKSP-GFPKDLGDFVEKVVK- ESTDFLHWKAEAAIVNFYS PGDTLSA: IPESE
AlkB_Hs_2134723 89 LLEKLRWVTVGYHYNWDSKKYS--|ADHYTP--FPSDLGFLSEQVAAAC- ---GFEDFRAEAGILNYYR- -LDSTLGI RSE

Consensus (85%):

Figure | (continued on the next page)
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Ps. oleovorans protein also named AlkB. Fortuitously, these
latter alkane hydroxylases are also oxygenases; however,
they are not 20G-Fe(II) dioxygenases but a distinct class of
di-iron enzymes [23]. On the basis of the results of database
searches with representative sequences, we delineated

several distinct families within the 20G-Fe(II) dioxygenase
fold and constructed individual alignments for each using
the ClustalW program [24]. Secondary structure was pre-
dicted for each family using the PHD [25] and PSI-PRED
[26] programs. Using the secondary structure elements
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Secondary Structure: EEEEEE........ EEEEEEEEEE.

YBIX_Ec_ 3025022 “Yl’cl'rpv RGVRVASFMWIQS 189\YbixX
PA4515_Pa_9950756 --DGEELVIQDTYGL- TSLE RGARYASFFWTQS 178|family
Ybix_Bsep_ 5777381 aELWDDTYGP --------- RTVK --'rs PVT----RGARISAFPWLQS 178|
XF0598_Xf 9105464 --EGEELIIADT! HEVK] --'rs PVT----RGMRIASFFWVQS 182/
Lep_Rr_5805194 LNAESLVCIK—EPPAYTFRDzIAILYLN—GD— ——FDaNFYFTELDAKTV ------- agcsmwcrsss --------- TENPEG.KAVT————RGQRCAIALWFTL 670\
AK025841_Hs_10438479 LNAETLVCVK-EPLAYTFRDYSAILYLN-GD- ~FDGENFYFTELDAKTV- | RGQRCAIALWFTL 332|
FLJ10718_Hs_8922619 LDPEANECWK-EPPAYTFRDYSALLYMN-DD- --FEGEEF IFTEMDAKTV- KCGRMISF RCAVALWFTL 490 |Leprecans
Lep_Ci_9229924 LK-ENGSCLK-ERPAYTWRDYSAILYLN-DE EF I RRV- KCGRLVSFSA RCAMALWFTM 388
AK025875_Hs_10438524 YG-mmmmmm e SFDYSLLYLS-NYLED. GGERFMF B! FT TRYAITIAFSC 307/
EGL-9_Ce_5923812 K ITHIYYC TDGETLRLY PMDIDBR-ADRLVFF TEFMPVF RHRFAITIWYMD 566\
AK025273_Hs_10437756 G ITEIYY! -----LHGEILRIFPEGKSF I-FDRLLFFWSD. TEYOPSY. ATRYAMTVWYFD 214 |EGL-9
CG1114_Dm_7296772 K VITAIYYLNINWDAR -ESGEILRIRPTPGTT K-FDRLIFFWSD- --IRNPZEVOPAH-----RTRYAITVWYFD 248|family
VCA0949_Vc_9658386 G NENRKLTEVFYLI - ~ADGEELKIYDLODNW- ~AGRLVVFLS. -ERFPE ADRVSIAGWFRT 193 |
PA0310_Pa_9946156 D VSEVLYLNDAWLP----—-EH RLHLPQR-— ~GGSLVVFMS-—- ~-AGTEE] RDRLSLTGWFRR 223/
P4HA_Hs_4505565 KDEPDAF - ---RELGTGNRIABWLFY A VF! ASVWE! \VFWYNLFA ~VGNKWVSNKWLHE 519\
CG9728_Dm_7301967 DPNHY——————— PAEEGNRIAAIFYLSEVE-—————=— QGEATAFPFLD-~ LGNVLFWYNLHR--SLDKDY PVL. WIGNVWIHE 903
CG1546_Dm_10726875 EVNLP- - ISESMFYLSDVE. QGEYTVFTKLN-— KGALVMWHNLHR--SLHVDARTL PVI----VGSKRIGNIWMHS 504
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P4AH_PBCV_9631654 CDDACP- ~KDQRLABLMVYLKAPEEG TDFPTLK: TKIK.KKGTSIPFWVADP ~VTRKLYKETLZABLPVK----SGEKIIANOWIRA 240
B12F1.100_Nc_9368561 PPSGIHPTDASPADKKQSSLFEFLMYLNDEF. FTPSV VRE! AVF ENHGALL KGAKYIIRTDVEF 488/
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PLO3_Hs_6093731 GCRFLRYDC—— == ————-] VISSBR--KGWALLH-PG------RLTHY;EGLPTT----WGTRYIMVSFVDP 738|family
MRC8.21_At_9294077 VTLEVCLGNQ FVGEELFFRGTRCEKHVN-- - - —~TATKAD--ETYDYCHIPG-QAVLHRGRH RATT----CGHRVNMLLWCRS 347
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from the experimentally determined structures of IPNS
(PDB:1ips), DAOCS (PDB:1dcs), CAS (PDB:1drt) and the
predicted secondary structures for individual families, the
conserved core of these elements was delineated (Figure 1).
A multiple alignment for the entire superfamily was
constructed by aligning the conserved sequence features
shared by all the individual families. The boundaries of the

secondary structure elements in the alignment were adjusted
using the secondary structure conservation as a guide.

The conserved portion of the 20G-Fe(II) dioxygenase super-
family proteins comprises the core DSBH domain seen in the
IPNS, DAOCS and CAS structures [8-10] and part of the
amino-terminal o helix that showed considerable variability



Figure 2

A structural model of the DSBH core of the 20G-Fe(ll)
dioxygenase superfamily. This is based on the Emericella
nidulans isopenicillin N synthase structure (PDB:lips). The
side chains of the amino acid residues implicated in catalysis
and in substrate binding are shown (see text) and the Fe(ll)
ion is indicated by a red circle.

in both length and sequence between individual families
(Figures 1,2). The DSBH region includes seven conserved
strands that are common to all these proteins and are
arranged in two sheets in a jelly-roll topology (Figures 2,3).
However, different families have specific inserts in various
positions between the conserved strands; some of these
inserts contain additional secondary structures and show sig-
nificant sequence conservation (Figures 1,3). For example,
the insert between the fifth and sixth strand in AIkB is pre-
dicted to contain an extra strand, whereas in the small-mole-
cule dioxygenase (IPNS/ethylene-forming enzyme (EFE))
family, the same region forms (or is predicted to form) a
short helix (Figures 1,3). The clavaminic acid synthase, an
outlier of this latter family, has its own characteristic inserts,
including a giant (approximately 70 amino acids) insert
between strands 4 and 5 [8], and some members of the AlkB
family have smaller inserts in the same position (Figure 1).
This reflects the relative resilience of the core DSBH to inser-
tions, and accounts for difficulties in unification of this
superfamily by sequence-based methods. The multiple align-
ment contains at least three characteristic conserved motifs
that center, respectively, at a HXD dyad near the amino ter-
minus, a histidine towards the carboxyl terminus, and an
arginine or lysine further downstream (Figure 1). The HXD
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dyad is located in a flexible loop that follows the first con-
served strand and stacks with the sheet containing three of
the core strands (Figures 2,3). The second conserved histi-
dine is associated with the beginning of the sixth strand,
whereas the conserved basic residue (R or K) is in the begin-
ning of the seventh strand of the DSBH core (Figures 2,3).
The sixth position after the conserved basic residue is invari-
ably occupied by a bulky residue that is either arginine (in
AlkB) or phenylalanine or tryptophan in all other members
of this fold [8-10] (Figure 1).

The roles of all these conserved residues in catalysis are
apparent from the crystal structures of IPNS, clavaminic
acid synthase (CAS) and deacetoxycephalosporin C synthase
(DAOCS) [8-10]. The conserved HXD and the carboxy-
terminal histidine coordinate Fe(II) that is directly involved
in catalysis by these enzymes (Figure 2). The conserved basic
residue interacts with the carboxylate group of the acidic
substrate, while the bulky or aromatic residue located
carboxy-terminal to the basic one forms the base of the cleft
that holds this substrate molecule (Figure 2). Whereas most
of these enzymes necessarily use 2-OG as the acidic sub-
strate, IPNS does not bind 2-OG. Its place is occupied by its
single substrate, L-3-(a-aminoadipoyl)-L-cysteinyl-D-valine,
whose carboxyl sidechain interacts with the conserved basic
residue similarly to the OG-carboxylate in the other enzymes
of this superfamily [9,10].

The conservation of all the residues implicated in catalysis in
the biochemically uncharacterized proteins such as AlkB,
EGL-9, leprecan and YbiX suggests they all catalyze oxida-
tive reactions similar to those catalyzed by IPNS, DAOCS,
CAS and related enzymes such as protein lysyl/prolyl
hydroxylases, EFE and leucoanthocyanidin oxidases [1,2].
Using the available contextual information, we attempted to
predict possible substrates of these proteins. AIkB binds
ssDNA and is required for the processing of toxic DNA mod-
ifications caused by SN2 alkylating agents such as methyl-
methanesulfonate (MMS) specifically on ssDNA. On the
basis of the preferential specificity of AlkB-dependent repair
for ssDNA and for SN2 as opposed to SN1 alkylating agents,
it has been proposed that its targets include modified bases
such as Nt-methyladenine and N3-methylcytosine [18]. The
predicted 20G-Fe(II) dioxygenase activity of AlkB is proba-
bly involved in the detoxification of methylated bases in
ssDNA, possibly through hydroxylation of the methyl
groups, resulting in less toxic base derivatives. The hydroxy-
lation might be followed by a second oxidative step that
could remove the hydroxymethyl group, restoring the
normal base in DNA. These reactions are consistent with the
observation that, unlike AlkA, AIkB has no DNA glycosylase
activity [18]. The most intriguing finding made during our
analysis of the AIkB family is the existence of multiple
eukaryotic AIkB homologs, other than the actual orthologs,
especially in plants and their viruses. The specific action of
AlkB on ssDNA suggests that ssRNA could be the substrate
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Topological diagrams for three members of the 20G-Fe(ll) dioxygenase superfamily. The diagrams are based on the
experimentally determined structures for E. nidulans isopenicillin N synthase (PDB: lips) and structural models of prolyl-4-
hydroxylase and AlkB. The amino acid residues of the active site and the Fe(ll) ion are shown as in Figure 2.

for other members of this family. Given the presence of
RNA methylases that could modify RNA in a similar way as
the alkylating agents the function of the uncharacterized
AlkB-like proteins could be to reverse such modifications.
Such modifications might also be used in the host-mediated
inactivation of viral RNAs, and the AlkB homologs acquired
by some plant viruses could counter this host-defense
mechanism. The connection between nucleic acid methyla-
tion and the AlkB homologs described here is supported by
the domain architecture of a conserved pair of animal pro-
teins (C14B1.10 from C. elegans and CG17807 from
Drosophila) in which an amino-terminal AlkB-like domain
is fused to a carboxy-terminal predicted methyltransferase
domain. These proteins could potentially be involved in reg-
ulation of RNA stability or DNA repair via controlled
methylation/demethylation.

EGL-9 defines a new family within the 20G-Fe(II) dioxyge-
nase superfamily that is highly conserved in animals and is
also represented in the pathogenic proteobacteria such as

Ps. aeruginosa and Vibrio cholerae. In C. elegans, EGL-9 is
required for normal egg laying, whereas loss of its function
provides resistance to hypercontractile muscular paralysis
caused by Ps. aeruginosa [19]. The vertebrate homolog of
EGL-9 is specifically expressed in smooth muscles and is
likely to have a role in their function [27]. At its carboxyl
terminus, EGL-9 contains a MYND finger domain that is
probably involved in specific protein-protein interactions
[28]. The closest relatives of the EGL-9 family are the
proline hydroxylases with which they share a region of spe-
cific extended conservation amino terminal to the core
DSBH domain (Figure 1). This relationship, along with the
combination to the intracellular MYND domain and the lack
of signal peptides, suggests that the Egl-9 family proteins are
prolyl hydroxylases that modify intracellular proteins, unlike
the classic prolyl hydroxylases that have been implicated pri-
marily in the modification of collagens in the endoplasmic
lumen. The interesting aspect of the EGL-9 family is its pres-
ence in V. cholerae and Ps. aeruginosa (Figure 1), which
have apparently acquired these genes by horizontal transfer



from eukaryotes. The direct connection between this gene
acquisition and the action of the Ps. aeruginosa toxins on
animal muscles is unclear, but it seems possible that the bac-
terial EGL-9-like proteins modify host proteins in a manner
that favors the survival and spread of the pathogen. This
might be especially pertinent if the host downregulates the
endogenous ortholog in response to the infection.

Leprecan is a proteoglycan that is associated with the base-
ment membrane in chordates [20]. It and related proteins
contain an amino-terminal segment rich in leucine and
proline [20] and a carboxy-terminal globular part that
includes the 20G-Fe(II) oxygenase domain. More distant
relatives of the leprecan-like proteins include the T23K23.7
protein from Arabidopsis and a family of uncharacterized
proteobacterial proteins typified by YbiX (Figure 1). These
proteins are predicted to be previously unnoticed amino-
acid hydroxylases that catalyze modifications of intracellular
and extracellular proteins.

Evolutionary implications

Sequence conservation is high within individual families of
the 20G-Fe(II) dioxygenase superfamily, with specific
extensions typical of each family, but low between different
families (Figure 1). This observation, together with the
phyletic distribution of these proteins, provides some clues
to their evolutionary history. Members of this superfamily
could not be detected in the Archaea despite extensive
profile searches of the archaeal proteomes as well as transi-
tive searches seeded with many divergent sequences as start-
ing points. This suggests that, unlike bacteria and
eukaryotes, in which the superfamily is widely represented,
archaea do not encode bona fide members. A corollary of
this is that horizontal gene transfer between bacteria and
eukaryotes might have had a significant role in the evolution
of this superfamily. The DSBH fold that comprises the core
domain of the 20G-Fe(II) dioxygenases is also present in a
large number of proteins typified by the arabinose-binding
domain of the transcription regulator AraC, plant seed pro-
teins such as vicilin, and oxalate oxidase ([29]; see SCOP
[12]). Despite the lack of detectable sequence similarity to
20G-Fe(I1) dioxygenases, these proteins contain a conserved
HXH motif and a carboxy-terminal histidine that appear to
be equivalent to the metal-chelating HXD and carboxy-ter-
minal histidine of the latter (see above). Thus, these two
protein superfamilies could have evolved from a common
ancestor by acquiring distinct catalytic and ligand-binding
properties. The classic AraC-like DSBH proteins appear to
have a more universal distribution than the 20G-Fe(II)
dioxygenases, with diverse forms represented in archaea,
bacteria and eukaryotes. The 20G-Fe(II) dioxygenase super-
family is present in diverse bacteria that had probably
diverged before the diversification of the eukaryotes that
contain this superfamily. This, together with the phyletic dis-
tributution of the AraC and 20G-Fe(II) dioxygenase super-
families, leads us to speculate that the 20G-Fe(II)
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dioxygenase superfamily evolved from the AraC-like super-
family in bacteria through drastic sequence divergence that
eliminated significant sequence similarity, followed by fixa-
tion of the modified active-site configuration.

In the case of the AIkB family, a single horizontal transfer event
probably resulted in their entry into the eukaryotic lineage,
which was followed by adaptation to new, RNA-related roles by
some paralogs. In the case of the small-molecule dioxygenase
(IPNS/EFE) family, a complex web of relationships can be
discerned. The EFE and the plant secondary metabolite
biosynthesis enzymes flavonol synthase, leucoanthocyanidin
hydroxylase and giberellin-20 oxidase show maximum
diversity in the plant lineage [1,6,7]. Their close homologs
are, however, also found in Pseudomonas, but not in other
well-studied proteobacterial lineages. Similarly, fungi
contain several enzymes involved in secondary metabolite
biosynthesis, such as IPNS and DAOCS, that are distinctly
related to their counterparts in actinomycetes. This patchy
phyletic distribution across kingdoms is suggestive of multi-
ple gene transfer events that have apparently led to the wide
dissemination of these proteins in bacteria and eukaryotes.
The close grouping of the ethylene-forming enzyme and its
Pseudomonas homologs [30] to the exclusion of other
members of this family in plants indicates a possible recent
acquisition of the gene in Pseudomonas from its plant hosts.
In Arabidopsis there is an expansion of small-molecule
dioxygenases (at least 75 members), whereas Ps. aeruginosa
has at least three recently duplicated members. This prolif-
eration of the small-molecule dioxygenases is consistent
with their possible role in the synthesis of secondary
metabolites in these organisms [1,6,7,30]. The amino-acid
hydroxylases show the greatest diversity in eukaryotes, and
are represented in a number of different forms in both
animals and plants. They were probably derived from small-
molecule hydroxylases early in eukaryotic evolution. In con-
trast, the predicted amino-acid hydroxylases of the EGL-9
family are seen sporadically, in single copies, in certain bac-
terial lineages such as V. cholerae and Ps. aeruginosa, sug-
gesting a secondary horizontal transfer from the eukaryotes
to bacteria.

Conclusions

Before this study, structure determination, biochemical
studies and sequence comparisons of 20G-Fe(II) dioxyge-
nases [1,9] had elucidated their structural fold, active-site
residues and reaction mechanism. Here, using sequence
profile searches, we show that many other protein families
contain the same constellation of active-site residues and are
predicted to adopt the same fold. This allows us to predict
the catalytic activity of a wide range of functionally impor-
tant, but biochemically uncharacterized, proteins from
eukaryotes and bacteria. In particular, we propose a specific
mechanism of action in DNA repair, and possibly in RNA
modification, for the AlkB protein and its homologs.
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Materials and methods

The Non-redundant Protein Sequence Database [21], the
Expressed Sequence Tags Database (NCBI) [31] and the
individual protein sequence databases of completely and
partially sequenced genomes [32] were searched using the
gapped version of the BLAST programs (BLASTPGP for pro-
teins and TBLASTNGP for translating searches of nucleotide
databases) [22]. Sequence profile searches were performed
using the PSI-BLAST program [22]; profiles were saved
using the —C option and retrieved using the —R option. Mul-
tiple alignments of amino acid sequences were generated
using a combination of PSI-BLAST, CLUSTALW [24] and
secondary structure predictions that were produced using
the PHD program [25] and the PSI-PRED program [26],
with multiple alignments of individual protein families used
as queries. The three-dimensional structure visualization,
alignment and modeling were carried out using the SWISS-
PDB-Viewer program [33].
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