CLUSTAL 0(1.2.3) multiple sequence alignment

UbiX ~  mmmmmmmm e MOSLPASLTGQLFMKRLIVG
Padl MLLFPRRTNIAFFKTTGIFANFPLLGRTITTSPSFLTHKLSKEVTRASTSPPRPKRIVVA
Aro¥Y-g . -——-——7m1""-——"———————— e ——— MKLIIG
UbiX ISGASGAIYGVRLLOQVLRDVTDIETHLVMSQAARQTLSLETDEFSLREVQALADVTHDARD
Padl ITGATGVALGIRLLQVLKEL-SVETHLVISKWGAATMKYETDWEPHDVAALATKTYSVRD
AroY-B MTGATGAPLGVALLQALRDMPEVETHLVMSKWAKTTIELETPWTAREVAALADFSHSPAD
::**:‘k. *: ***.*::: .:*****:*: . *:. * * : ::* * x % [ *
UbiX TAASISSGSFQTLGMVILPCSIKTLSGIVHSYTDGLLTRAADVVLKERRPLVLCVRETPL
Padl VSACISSGSFQHDGMIVVPCSMKSLAAIRIGFTEDLITRAADVSIKENRKLLLVTRETPL
AroY-B QAATISSGSFRTDGMIVIPCSMKTLAGIRAGYAEGLVGRAADVVLKEGRKLVLVPREMPL
:* ‘k‘k****: *‘k:::‘k**:*:*:‘* ‘:::.*: * Kk Kk kK :** * *:* * % * *
UbiX HLGHLRLMTQAAEIGAVIMPPVPAFYHRPQSLDDVINQTVNRVLDQFAITLPEDLEFARWQ
Padl SSIHLENMLSLCRAGVIIFPPVPAFYTRPKSLHDLLEQSVGRILDCFGIH--ADTFPRWE
AroY-B STIHLENMLALSRMGVAMVPPMPAYYNHPETVDDITNHIVTRVLDQFGLD--YHKARRWN
KrK T R R R S S R R S . *x
UbiX GA-——————————
Padl GIKSK-—-—-=———-—
AroY-B GLRTAEQFAQETIE

*

FIG S1 Sequence alignment of Padl, AroY-B and UbiX. Asterisks indicate fully conserved
amino acid residues, whereas colons indicate residues with strongly similar properties. Protein
sequences were derived from S. cerevisiae (reference strain S288C) Padl (NP_010827), K.
pneumoniae AroY-B (AAY57854) and E. coli K-12 (AKK15681). The arrow marks the
position of the deletion of the first 54 amino acid residues in mutant Pad121-54,
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FIG S2 Sequence alignment of Fdcl1, UbiD, AroY-C and AroY-Ci°. Asterisks indicate fully
conserved amino acid residues, whereas colons indicate residues with strongly similar
properties. Protein sequences were derived from S. cerevisiae S288C (NP_010828) and A.
(XP_001390534), K. pneumoniae AroY-C (AAY57855) and AroY-Cis
and E. coli K-12 UbiD (NP_418285). Arrows mark the position of conserved
residues (R173, E277 and E282 in A. niger Fdcl) involved in polar interactions with the
cofactor, as described in K.A. Payne, M.D. White, K. Fisher, B. Khara, S.S. Bailey, D. Parker,
N.J. Rattray, D.K. Trivedi, R. Goodacre, R. Beveridge, P. Barran, S.E. Rigby, N.S. Scrutton, S.
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(AB479384),
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