GPI3 MG——— e FNIAMLCDFFYPQLGGVE

PIGA MACRGGAGNGHRASATLSRVSPGSLYTCRTRTHNICMVSDFFYPNMGGVE
TbGPI3 MR- RHRVAVVSDFFYPGFGGVE
* ..:.::‘***** :****
GPI3 FHIYHLSQKLIDLGHSVVIITHAYKDRVGVRHLTNGLKVYHVPFEFVIF——
PIGA SHIYQLSQCLIERGHKVIIVTHAYGNRKGIRYLTSGLKVYYLPLKVMY——
TbGPI3 VHIYSLGQCLMRRGHKVIVITRAYGDTCGVRYLTNGMKVYYLPLMAVKLP
*EKx *.* *: **.*:::*:** : *:*:**'*:***::*: .
GPI3 —RETTFPTVESTFPIIRNILLREQIQIVHSHGSASTFAHEGILHANTMGL
PIGA -NQSTATTLFHSLPLLRYIFVRERVTITHSHSSFSAMAHDALFHAKTMGL
TbGPI3 AGSVTLPTMYLTFATMRSIFIRERITVVHGHQNTSNLCHEALFHAGTLGL
* ks 2a. sk Fpakkgg gk k| F g kg g0k Kok
GPI3 RTVFTDHSLYGFNNLTSIWVNKLLTFTLTNIDRVICVSNTCKENMIVRTE
PIGA QTVFTDHSLFGFADVSSVLTNKLLTVSLCDTNHIICVSYTSKENTVLRAA
TbGPI3 KTCFTDHSLFGFADVSSIHINKVCEWSLRNVDQVICVSNTSRENTVLRAK
:* ******:*f :::*: **: :* : :::*f** *_:** ::*:
GPI3 LSPDIISVIPNAVVSEDFKPRDPTGG-—-TKRKQSRDKIVIVVIGRLFPNK
PIGA LNPEIVSVIPNAVDPTDFTPDPF————————— RRHDSITIVVVSRLVYRK
TbGPI3 IDPQRVSVIPNATDCSFFTPPDDMKYKSWASKVENEGLTIVVIGRLVYRK
:_*: :****-}:*. *-* . :_***:"k*_ _*
GPI3 GSDLLTRIIPKVCSSHEDVEFIVAGDGPKFIDFQOMIESHRLOQKRVQLLG
PIGA GIDLLSGIIPELCQKYPDLNFIIGGEGPKRIILEEVRERYQLHDRVRLLG
TbGPI3 GSDLFVDVIPEICKRHPNIRWIVGGDGPRRSQFQOMIERHDLMDRVKMLG
* &%; sFEs R, 3 i iF: KRNy 1822 * 1 X _FhkgA%
GPI3 SVPHEKVRDVLCQGDIYLHASLTEAFGTILVEAASCNLLIVTTQVGGIPE
PIGA ALEHKDVRNVLVQGHIFLNTSLTEAFCMAIVEAASCGLQVVSTRVGGIPE
TbGPI3 SLPHSGVRNVLIQGQIFLNCSLTEAFCIALIEAASCGLLCVSTRVGGVPE
e *_ **:** **_*:*: *kEFE K ::**‘k**_* *:*:***:**
GPI3 VLPNEMTVYAEQTSVSDLVQATNKAINIIRSK-ALDTSSFHDSVSKMYDW
PIGA VLPENLIILCEP-SVKSLCEGLEKAIFQLKSGTLPAPENIHNIVKTFYTW
TbGPI3 VLPPNMLLLAEP-DPSSIITTLEEAIASVP-—--YISPWELHDNVRRFYRW
k% 13 3 J*F . L. 13%% g « JtF3 X g%k %
GPI3 MDVAKRTVEIYTNISSTSSADDKDWMKMVANLYKRDGIWAKHLYLLCGIV
PIGA RNVAERTEKVYDRVSVEAVLPMDK---RLDRLISHCGPVTGYIFALLAVF
TbGPI3 DWVAERTERVYDKIMCTKSPSLYE-——-RLMNYAS-VGCVYGVICWLLCIG
FEIEA iR 2 . HE. . HE
GPI3 EYMLFFLLEWLYPRDEIDLAPKW--PKKTVSNETKEARE—————————— T
PIGA NFLFLIFLRWMTPDSIIDVAIDATGPRGAWTNNYSHSKRGGENNEISETR
TbGPI3 DWLMLTFLEFWFPSELIDIAPDF--PLELYSRNREKLQVVGSPS——————
..... .k . * E * - - -

S1 Fig. Sequence alignment of GPI3, PIGA and TbGPI3. The alignment was generated by the Tcoffee
program, * = identical residues, : = conserved residues. GPI3, PIGA and TbGPI3 sequences are from
Uniprot; GPI3 (P32363 GPI3_YEAST) PIGA (P37287 (PIGA_HUMAN)); TbGPI3 (Q585S5
(Q585S5_TRYB2)).



