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ZP_00518386 Crocosphaera watsonii WH 8501 EAM48521 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

NP_376124 Sulfolobus tokodaii str. 7 BAB65233 hypothetical protein ST0266/147aa long conserved hypothetical protein

99

10

81

99

NP_793484 Pseudomonas syringae pv. tomato str. DC3000 AAO57179 acetyltransferase, GNAT family/acetyltransferase, GNAT family
ZP_00393402 Bacillus anthracis str. A2012 NP_845495 Bacillus anthracis str. Ames YP_029218 Bacillus anthracis str. Sterne YP_019826 Bacillus anthracis str. 'Ames Ancestor' AAP26981 Bacillus anthracis str. Ames AAT32301 Bacillus anthracis str.
2 P_00235362 Bacillus cereus G9241 EAL16792 acetyltransferase, GNAT family family/acetyltransferase, GNAT family family
70 NP_979499 Bacillus cereus ATCC 10987 AAS42107 streptothricin acetyltransferase, putative/streptothricin acetyltransferase, putative
NP_832889 Bacillus cereus ATCC 14579 AAP10090 Streptothricin acetyltransferase/Streptothricin acetyltransferase

YP_037271 Bacillus thuringiensis serovar konkukian str. 97-27 AAT60258 possible streptothricin acetyltransferase/possible streptothricin acetyltransferase
ZP_01182491 Bacillus weihenstephanensis KBAB4 EAR78033 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase
YP_262817 Pseudomonas fluorescens Pf-5 AAY94949 aminoglycoside acetyltransferase (6') type I/aminoglycoside acetyltransferase (6') type |
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AADO03495 Acinetobacter sp. 640 aminoglycoside 6'-N-acetyltransferase Iw
YP_434296 Hahella chejuensis KCTC 2396 ABC29871 Histone acetyltransferase HPA2/related acetyltransferase /Histone acetyltransferase HPA2/related acetyltransferase

53|

P50858 Enterobacter aecrogenes AAA90937 AAK13439 Acinetobacter baumannii AAK13460 Pseudomonas putida AAK19120 Pseudomonas aeruginosa AAQ16667 Escherichia coli AAS20535 Pseudomonas aeruginosa CAI38824 Klebsiella pneumoniae AAX16006 Serratia

ZP_00801968 Alkaliphilus metalliredigenes QYMF EAO80025 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

YP_321208 Anabaena variabilis ATCC 29413 ABA20313 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

N

ZP_01014356 Rhodobacterales bacterium HTCC2654 EAQ12121 hypothetical protein RB2654_01425/hypothetical protein RB2654_01425
P_341652 Sulfolobus solfataricus P2 CAA69569 Sulfolobus solfataricus AAK40442 Sulfolobus solfataricus P2 N-terminal acetyltransferase complex ard1 subunit/orf c04040 /N-terminal acetyltransferase complex ard1 subunit
YP_134894 Haloarcula marismortui ATCC 43049 AAV45188 sporulation regulator-like/sporulation regulator-like

ZP_01154054 Methanosaeta thermophila PT EAR48204 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

46 I YP_477450 Synechococcus sp. JA-2-3B'a(2-13) ABD02187 ribosomal-protein-alanine acetyltransferase/ribosomal-protein-alanine acetyltransferase

ZP_00918638 Rhodobacter sphaeroides ATCC 17029 YP_352268 Rhodobacter sphaeroides 2.4.1 ABA78367 EAP68365 Rhodobacter sphaeroides ATCC 17029 Ribosomal-protein-alanine acetyltransferase/putative acetyltransferase /putative acetyltransferase /Riboso
ZP_00995263 Janibacter sp. HTCC2649 EAP99058 acetyltransferase, putative/acetyltransferase, putative

10

ZP_01077461 Marinomonas sp. MED121 EAQ64382 hypothetical protein MED121_04663/hypothetical protein MED121_04663

ey

ZP_00969759 Pseudomonas aeruginosa C3719 COGO0456: Acetyltransferases
NP_964734 Lactobacillus johnsonii NCC 533 AAS08700 hypothetical protein LJ0879/hypothetical protein LJ_0879

75 |

ZP_01183004 Bacillus weihenstephanensis KBAB4 EAR77480 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

100

——ZP_00612640 Mesorhizobium sp. BNC1 EAN06722 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase
L YP_432935 Hahella chejuensis KCTC 2396 ABC28510 D-alanine-D-alanine ligase and related ATP-grasp enzyme/D-alanine-D-alanine ligase and related ATP-grasp enzyme

NP_389787 Bacillus subtilis subsp. subtilis str. 168 AAB84468 Bacillus subtilis CAB13798 Bacillus subtilis subsp. subtilis str. 168 hypothetical protein BSU19060/putative acetyl transferase /yobR
ZP_00657652 Nocardioides sp. JS614 EAO07538 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase
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94 I YP_176537 Bacillus clausii KSM-K16 BAD65576 hypothetical protein ABC3042/conserved hypothetical protein
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99 r—NP_739188 Corynebacterium efficiens YS-314 BAC19388 hypothetical protein CE2578/conserved hypothetical protein

L————YP_226978 Corynebacterium glutamicum ATCC 13032 NP_601935 BAC00134 CAF20762 acetyltransferase/histone acetyltransferase HPA2-like protein /Histone acetyltransferase HPA2 and related acetyltransferases /acetyltransferase
NP_386730 Sinorhizobium meliloti 1021 CAC47203 Sinorhizobium meliloti PUTATIVE ACETYLTRANSFERASE PROTEIN/PUTATIVE ACETYLTRANSFERASE PROTEIN

NP_421012 Caulobacter crescentus CB15 AAK24180 acetyltransferase, GNAT family/acetyltransferase, GNAT family

ZP_00618506 Kineococcus radiotolerans SRS30216 EAM73748 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase
ZP_01036121 Roseovarius sp. 217 EAQ25204 acetyltransferase, GNAT family protein/acetyltransferase, GNAT family protein

ZP_00668060 Syntrophobacter fumaroxidans MPOB EAO19412 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase
8134_Cre

100

CAG01465 Tetraodon nigroviridis unnamed protein product
90 P_001014351 Danio rerio AAH91957 hypothetical protein LOC541516/Hypothetical LOC541516
XP_342535 Rattus norvegicus NP_852668 Homo sapiens NP_080701 Mus musculus XP_592318 Bos taurus NP_989110 Xenopus tropicalis NP_057184 Homo sapiens P61600 Mus musculus P61599 Homo sapiens AAD40190 CAB66576 BAB23840 Mus musculus BAB26152
XP_422177 Gallus gallus PREDICTED: similar to N-acetyltransferase 5 isoform a; N-terminal acetyltransferase complex ARD1 subunit; N-acetyltransferase 5, ARD1 subunit (arrest-defective 1, S. cerevisiae, homolog)

XP_534329 Canis familiaris XP_856601 PREDICTED: similar to N-acetyltransferase 5 isoform 1/PREDICTED: similar to N-acetyltransferase 5 isoform 2
NP_608331 Drosophila melanogaster AAF48987 AAL28931 CG14222-PA/CG14222-PA /LD30731p

NP_633512 Methanosarcina mazei Go1 AAM31184 hypothetical protein MM1488/hypothetical protein MM_1488
XP_506253 Oryza sativa (japonica cultivar-group) XP_477320 BAC84763 BAD31998 PREDICTED OSJNBa0004F07.8 gene product/GCN5-related N-acetyltransferase (GNAT) family-like protein /GCN5-related N-acetyltransferase (GNAT) family-like protein /GCN5-related

99

I AAP04015 Cloning vector pDXM32 unknown

1 99 [ZP700628971 Paracoccus denitrificans PD1222 EAN67292 Gentamicin 3'-N-acetyltransferase/Gentamicin 3'-N-acetyltransferase
ZP_00632417 Paracoccus denitrificans PD1222 EAN64198 Gentamicin 3'-N-acetyltransferase/Gentamicin 3'-N-acetyltransferase

ZP_00348344 Actinobacillus pleuropneumoniae serovar 1 str. 4074 COG0454: Histone acetyltransferase HPA2 and related acetyltransferases

100 ——YP_474505 Synechococcus sp. JA-3-3Ab ABC99242 acetyltransferase, GNAT family/acetyltransferase, GNAT family
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L—YP_479055 Synechococcus sp. JA-2-3B'a(2-13) ABD03792 acetyltransferase, GNAT family/acetyltransferase, GNAT family
——ZP_00109248 Nostoc punctiforme PCC 73102 COGO0454: Histone acetyltransferase HPA2 and related acetyltransferases
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L——YP_321921 Anabaena variabilis ATCC 29413 ABA21026 GCN5-related N-acetyliransferase/GCN5-related N-acetyltransferase

NP_442526 Synechocystis sp. PCC 6803 BAA10596 hypothetical protein slr0517/slr0517
ZP_00517100 Crocosphaera watsonii WH 8501 EAM49801 GCNb5-related N-acetyltransferase/GCN5-related N-acetyltransferase

gnl|CMER|CML264C_hypothetical_protein,_conserved
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XP_414956 Gallus gallus PREDICTED: similar to hypothetical protein FLJ14154
Cryptococcus neoformans var. neoformans B-3501A hypothetical protein CNBJ2640
67467 Cryptococcus neoformans var. neoformans JEC21 AAW45950 hypothetical protein CNJ00870/hypothetical protein CNJO0870

93INP_486030 Nostoc sp. PCC 7120 BAB73689 N-terminal acetyltransferase/N-terminal acetyltransferase

YP_321345 Ana
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baena variabilis ATCC 29413 ABA20450 GCN5-related N-acetyltransferase/GCN5-related N-acetyltransferase

ZP_00111722 Nostoc punctiforme PCC 73102 COGO0456: Acetyltransferases

63

ABA98942 Oryza sativa (japonica cultivar-group) acetyltransferase, GNAT family, putative
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Ppa_HLS1_1_1
Ppa_HLS1_2_1
AT2G30090 = NP_180570 AAC1

99

——BAD38107 Oryza sativa (japonica cult
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NP_919127 Oryza sativa (japonica cultivar-gr
XP_469881 Oryza sativa (japonica cultivar-gro
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Smo_HLS1_2_1Smo_HLS1_1_1 — Smo_HLS1_3_2 (pt1) is highly similar to Smo_HLS1_2_1 and have little overlap with Smo_HLS1_1_1, thus Smo_HLS1_3_2 and Smo_HLS1_1_1 together may represent an allele of Smo_HLS1_2 1

L————XP_464325 Oryza sativa (japonica cultivar-group) BAD25129 GCN5-related N-acetyltransferase-like/GCN5-related N-acetyltransferase-like

AT5G67430 = NP_201544 BAB09028 AAO64922 N-acetyltransferase/N-acetyltransferase hookless1-like protein /At5967430

AT2G23060 = NP_179888 NP_001031403 AAC17822 N-acetyltransferase/N-acetyltransferase /similar to hookless1 (HLS1)

CACB80824 Brassica napus putative N-acetyltransferase hookless1

AT4G37580 = NP_195474 AAB03773 AAB03774 CAB38297 CAB80423 BAD43423 BAD43880 HLS1 (HOOKLESS 1); N-acetyltransferase/putative N-acetyltransferase hookless1/putative N-acetyltransferase hookless1 /probable N-acetyltransferase hookless 1 /probable N-ace

6963 N-acetyltransferase/hookless1-like protein
ivar-group) GCN5-related N-acetyltransferase-like

oup) BAC16204 BAD30273 acetyltransferase-like protein/acetyltransferase-like protein /acetyltransferase-like protein
up) AAL34132 putative acetyl transferase/putative acetyl transferase

0.100



