/\Query Length=534

Score E
Sequences producing significant alignments: (Bits) Value
YERO069W ARG5,6 SGDID:S000000871, Chr V from 295410-298001, Genome... 132 4e-33
YJLO71W ARG2 SGDID:S000003607, Chr X from 306132-307856, Genome R... 47.8 3e-06

B NAGS vs.

ARG5/6

Aligned Length = 540 Gapped Segments = 7 Total Mismatches (including gaps) = 430
Identities = 110 (20.6%) Similarities = 94 (17.6%)

NAGS
ARG5/6

NAGS
ARG5/6

NAGS
ARG5/6

NAGS
ARG5/6

NAGS
ARG5/6

NAGS
ARG5/6

1
1

101

201
177

301
277

395
377

495
474

C nacs vs.

Aligned Length = 579 Gapped Segments = 13 Total Mismatches (including gaps) = 493
Identities = 86 (15.0%) Similarities = 88 (15.3%)

NAGS
ARG2

NAGS
ARG2

NAGS
ARG2

NAGS
ARG2

NAGS
ARG2

NAGS
ARG2

1

194
198

286
298

382
398

477
498

MATALMAVVLRAAAVAPRLRGRGGTGGARRLSCGARRRAARGTSPGRRLSTAWSQPQPPPEEYAGADDVSQSPVAEEPSWVPSPRPPVPHESPEPPSGRS
MPSASLLVSTKRLNASKFQKFVSSLNKSTIAGFASVPLRAPPSVAFTRKKVGYSKRYVSS---TNGFSATRSTVIQLLNNISTKR----- EVEQYLKYFT
* * * * * * E 3 * *

LVQRDIQAFLNQCGASPGEARHWLTQFQTCHHSADKPFAVIEVDEEVLKCQQGVSSLAFALAFLQRMDMKPLVVLGLPAPTAPSGCLSFWEAKAQLAKSC
SVSQQQFAVIKVGGAIISDNLHELASCLAFLYHVGLYPIVLHGTGPQVNGR------------ LEAQGIEPDYIDGIRITDEHT----MAVVRKCFLEQN
* * * % * % * * * *

KVLVDALRHNAAAAVPFFGGGSVLRAAEPAPHASYGGIVSVETDLLQWCLESGSIPILCPIGETAARRSVLLDSLEVTASLAKALRPTKIIFLNNTGGLR
LKLVTALEQLGVRARPITSGVFTADYLDKDKYKLVGNIKSVTKEPIEASIKAGALPILTSLAETASGQMLNVNADVAAGELARVFEPLKIVYLNEKGGII
**

k% kk * * k% * o kkk *** * kx|

D-SSHKVLSNVNLPADLDLVCNAEWVSTKERQQMRLIVDVLSRLPHHSSAVITAASTLLTELFSNKGSGTLFKNAERMLRVRSLDKLD----- QGRLVDL
NGSTGEKISMINLDEEYDDLMKQSWVKYGTKLKIREIKELLDYLPRSSSVAIINVQDLQKELFTDSGAGTMIRRGYKLVKRSSIGEFPSADALRKALQRD

* kX Lkox * *k o okk * * *kx * kx|

VNASFGKKLRDDYLASLRPRLHSIYVSEGYNAAAILTMEPVLGGTPYLDKFVVSSSRQGQGSGQMLWECLRRDLQTLFWRSRVTNPINPWYFKHSDGSFS
AGISSGKESVASYLRYLENSDFVSYADEPLEAVAIVKKD———TNVPTLDKFVCSDAAWLNNVTDNVFNVLRRDFPALQWVVSENDANIAWHFDKSQGSYL

X k% * * * ¥ xk * kkkkx % * X% % % Lkox ¥ ok ko oxk

NKQWIFFWFGLADIRDSYELVNHAKGLPDSFHKPASDPGS 534
KGGKVLFWYGIDDINTISELVENFVKSCDTASTLNSSAS 512

*k ok kx * % %

ARG2

MATALMAVVLRAAAVAPRLRGRGGTGGARRLSCGARRRAARGTSPGRRLSTAWSQPQPPPEEYAGADDVSQSPVAEEPSWVPSPRPPVPHESPEPPSGRS
MWRRIFAHELKYDQPNASSK---NLILSVLNTTATKREAKDYLSKYTNDSGQHNHCLFFIRDLHKVAPAILSQFSSVIKRLGMLGLRPMFVIPPSPTHVN
* * * * % * * * * *

LVQRDIQAFLNQCGASPGEARHWLTQFQTCHHS----ADKPFAVIEVDEEVLKCQQGVSSLAFALAFLQRMDMKPLVVLGLPAPTAPSGCLSFWEAK- - -
IQAELLDSIVTEADLKPLHLKEGLTKSRTGLYHSVFSQESRFFDIGNSNFIPIVKPYVYNEETASEFMTKDVVKFMDCLCQGNIPHIDKFFILNNAGGIP

** * *

-AQLAKSCKVLVDALRHNAAAAVPFFGGGSVLRAAEPAPHASYGGIVSVETDLLQWCLESG------- SIPILCPIGETAARRSVLLDSLEVTASLAKAL
SGERNDNAHVFINLSQELEHLSSSLSHNISTLTKREPRSQNLLHRMEVYVKKDEISSLECEYHDHLENLLLMDKVLSNLAATATGLITTVKAAALSSDRK

* X * % ** * X *

RPTKIIFLNNTGGLRD-SSHKVLSNVNLPADLDLVCNAEWVSTKERQQ---MRLIVDVLSRLPHHSSAVITAASTLLTELFSNKGSGTLFKNAERMLRVR
NPLVYNLLTDRSLISSSLPRFKKKDGEIDSPANMFDDHAWYELPSQQVNAAPSNSDAVLVTTVLKKGVHIKTYDYKTLTQFNSIGLPKKFHVPEKGAKPS

* % * * * *

S-LDKLDQGRLVDLVNASFGKKL -RDDYLASLRPRLHSIYVSEGYNAAAILTMEPVL-GGTPYLDKFVVSSSRQG-QGSGQMLWECLRRDLQ-TLFWRSR

SNSPKLDINKFKSIIDQSFKRSLDLHDYIKRINGKIATIIVIGDYEGIAILTYEGSEENSFVYLDKFAVLPHLKGSLGISDIIFNLMFKKFPNEILWRSR
* * Xk % .. .. * X . * **‘ . .. * * * * Xk kk %k . k Xk kkk X . .. . % Xk %k X
VTNPINPWYFKHSDGSFSN------------- KQWIFFWFG-------- LADIRDSYELVNHAKGLPDSFHKPASDPGS 534

KDNVVNKWYFQRSVAVLDLSIDLDPEHCDEKQSQFKLFYYGNPQYAKRALRDKKRLREFMRSVRDIKPSWENEKNIS* 575

* * *** *
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Supplementary Figure S2. Alignment of human NAGS with yeast ARG2 and ARG5/6.
A, The results of a BLASTP search of SGD database using the human NAGS as query
sequence. B, C, ClustalW alignments of human NAGS with yeast ARG5/6 and ARG2,
respectively. Similarities and conservative substitutions are shown by asterisks and
dots, respectively.



