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._aegypti —MS—LLARFR———GE?————TALLQHAKVSYSSAATAAK——LQEﬂa
._melanogaster MLASRENLLLPRVSWLRGCSTTAVGQKHORQVPTEFAVHDPLOAHE
._mori MLVRKETRSLWS--TLRVEKRFLASEPVKPATLDKDGLELAQABALDKDI
._gambiae EAPKSENMLE---SWLRTAGRLPLPTRSFSNVATASSAK--LOE F
.quinquefasciat us—MS’I‘Li.ARFR———GFLPSAAAAALQRQPLRFGSATAAAK——LQE

._mellifera MIAKVEBRTVE-————————- NSVOTLTSSRMN-LVSTAEATLQL.
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Supplementary Figure 2

Multiple alignments of the deduced amino acid sequences for IPPIs identified from insects

MO EH 0o E

._castaneum MMLTLPFRNFIKKAANRTLONSLLLRAKSTKEEKSEAEK--SQI
_pisum v KSLGTVPLRRFLSTVPKPLNPVQE
.__humanus

Consensus

%M++LL+R+F—~-++LRTA—NSLL#+R++SRF‘JST+SAAK—PLQEPALEEKCILVDE+DQVIG+ASKRDCHRVDPDGN—IRLHRAFSXFLFNSK
A #

._aegypti i LSQVREE
._melanogaster Q TEELQRO
._mori E
._gambiae i
quinquefasciatus Q
._mellifera 3
_castaneum D Q
._pisum DE E
._humanus lE Q

Consensus
._aegypti IRYIRRDQLDNQISG'D : 244
._melanogaster ) V VR¥LRRDKIDEAVAKES ; ORE———— 256
._mori ) \ 8 YCFVPKAEFNSFLP R HRIKELAEPEKEOKEVDKK 251
._gambiae ¢ VREIPRSGLTDAIA ~ PNEKQYENHKOMERE---- 250
.quinquefasciatushli | IREIARNELDQQIAS) REKKHVNLGEWERE---- 249
._mellifera 18 LCWISQSEINNFVK ) JHSEKKLODHNTROREV——- 245
._castaneum FQ P IS¥VPRHELDQHLP 3 DKIDKIIDHEKRLKLGFPK 256
._pisum L TALMIPKSKMNNFLK \ . 237
__humanus L i 220

Consensus

LOKD-VDLKPNPDEVSE+RYIPRSELDNFIANL+APLTPWF+LILQHRLKLWWDNLHRLKK+++H+KI+RFV--K



Figure captions are as in Fig 2. ( A): Residues important for metal coordination. ( %): Residues
important for catalysis. ( #): Residues important for interaction with the diphosphate moiety of
the substrate. The putative NUDIX motif is highlighted by a grey box.

Accession numbers: Aedes aegypti: AAEL006144; Drosophila melanogaster: CG5919; Bombyx
mori: BGIBMGAO004904-PA; Anopheles gambiae: XP_321388.3; Culex quinquefasciatus:
XP_001868438.1; Apis mellifera: XP_001121223; Tribolium castaneum: XP_971524.1

Acyrthosiphon pisum: BAH70865.1; Pediculus humanus: XP_002430029



