
 k00026|A5BEJ8|A5BEJ8_VITVI Malate dehydrogenase OS=Vitis vinifera GN=VIT_03s0088g01190 PE=3 SV=1

 k00026|B9GIQ3|B9GIQ3_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0001s29420g PE=3 SV=1

 k00026|A9PGE6|A9PGE6_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0009s08520g PE=2 SV=1

 k00026|A0A061DX77|A0A061DX77_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_006355 PE=3 SV=1

 k00026|B9S7S1|B9S7S1_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_1381350 PE=3 SV=1

 k00026|A0A059B0H4|A0A059B0H4_EUCGR Malate dehydrogenase OS=Eucalyptus grandis GN=EUGRSUZ_H02358 PE=3 SV=1

 k00026|B9T172|B9T172_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_0339260 PE=3 SV=1

 k00026|A0A067GTM8|A0A067GTM8_CITSI Malate dehydrogenase OS=Citrus sinensis GN=CISIN_1g018265mg PE=3 SV=1

 k00026|A0A061DH85|A0A061DH85_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_000888 PE=3 SV=1

 k00026|B0M1B0|B0M1B0_SOYBN Malate dehydrogenase OS=Glycine max PE=2 SV=1

 k00026|B6T3Y0|B6T3Y0_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|B4FZW5|B4FZW5_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|A9RZZ9|A9RZZ9_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_207351 PE=3 SV=1

 k00026|A9S0Q4|A9S0Q4_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_162162 PE=3 SV=1

 k00026|A4S0V1|A4S0V1_OSTLU Uncharacterized protein OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_32875 PE=3 SV=1

 k00026|A4RTP0|A4RTP0_OSTLU Malate dehydrogenase OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_12282 PE=3 SV=1

 k00026|C1E2C0|C1E2C0_MICSR Malate dehydrogenase OS=Micromonas sp. (strain RCC299 / NOUM17) GN=MICPUN_97181 PE=3 SV=1

 k00026|A9RSL3|A9RSL3_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_118897 PE=3 SV=1

 k00026|A9SHF4|A9SHF4_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_129976 PE=3 SV=1

 k00026|A0A059D071|A0A059D071_EUCGR Uncharacterized protein OS=Eucalyptus grandis GN=EUGRSUZ_B00511 PE=3 SV=1

 k00026|B4FG53|B4FG53_MAIZE Malate dehydrogenase OS=Zea mays GN=LOC100856934 PE=2 SV=1

 k00026|B6TCZ3|B6TCZ3_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|B4FFV3|B4FFV3_MAIZE Malate dehydrogenase OS=Zea mays GN=LOC100193663 PE=2 SV=1

 k00026|A0A059A667|A0A059A667_EUCGR Uncharacterized protein OS=Eucalyptus grandis GN=EUGRSUZ_K02475 PE=3 SV=1

 k00026|B9N7N3|B9N7N3_POPTR Nodule-enhanced malate dehydrogenase family protein OS=Populus trichocarpa GN=POPTR_0004s11170g PE=4 SV=1

 k00026|A0A061G4A3|A0A061G4A3_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_014018 PE=3 SV=1

 k00026|B9RLY1|B9RLY1_RICCO Malate dehydrogenase, putative OS=Ricinus communis GN=RCOM_1471880 PE=3 SV=1

 k00026|A9V8G5|A9V8G5_MONBE Predicted protein OS=Monosiga brevicollis GN=38523 PE=3 SV=1

 k00026|B7GEG9|B7GEG9_PHATC Predicted protein OS=Phaeodactylum tricornutum (strain CCAP 1055/1) GN=MDH PE=3 SV=1

 k00026|B8BQC2|B8BQC2_THAPS Malate dehydrogenase OS=Thalassiosira pseudonana GN=MDH1 PE=3 SV=1

 k00026|A7T1J0|A7T1J0_NEMVE Malate dehydrogenase OS=Nematostella vectensis GN=v1g248519 PE=3 SV=1

 k00026|B3KTM1|B3KTM1_HUMAN Malate dehydrogenase OS=Homo sapiens PE=2 SV=1

 k00026|B5G3E2|B5G3E2_TAEGU Malate dehydrogenase OS=Taeniopygia guttata PE=2 SV=1

 k00026|B7PH44|B7PH44_IXOSC Malate dehydrogenase, putative OS=Ixodes scapularis GN=IscW_ISCW003528 PE=3 SV=1

 k00026|A0A087ZUK9|A0A087ZUK9_APIME Malate dehydrogenase OS=Apis mellifera GN=LOC408950 PE=3 SV=1

 k00026|A8XLN4|A8XLN4_CAEBR Malate dehydrogenase OS=Caenorhabditis briggsae GN=mdh-2 PE=3 SV=1

 k00026|B0WMC8|B0WMC8_CULQU Mitochondrial malate dehydrogenase 2 OS=Culex quinquefasciatus GN=CpipJ_CPIJ008366 PE=3 SV=1

 k00026|B4M0W4|B4M0W4_DROVI GJ22544 OS=Drosophila virilis GN=Dvir\GJ22544 PE=3 SV=1

 k00026|B4JI52|B4JI52_DROGR GH18558 OS=Drosophila grimshawi GN=Dgri\GH18558 PE=3 SV=1

 k00026|B4GLM6|B4GLM6_DROPE GL12005 OS=Drosophila persimilis GN=Dper\GL12005 PE=3 SV=1

 k00026|B4K7H4|B4K7H4_DROMO GI24757 OS=Drosophila mojavensis GN=Dmoj\GI24757 PE=3 SV=1

 k00026|B4NG95|B4NG95_DROWI GK22386 OS=Drosophila willistoni GN=Dwil\GK22386 PE=3 SV=1

 k00026|B4PL86|B4PL86_DROYA GE25523 OS=Drosophila yakuba GN=Dyak\GE25523 PE=3 SV=1

 k00026|B3NZ92|B3NZ92_DROER GG22759 OS=Drosophila erecta GN=Dere\GG22759 PE=3 SV=1

 k00026|B4IB85|B4IB85_DROSE GM15290 OS=Drosophila sechellia GN=Dsec\GM15290 PE=3 SV=1

 k00026|B4QUH7|B4QUH7_DROSI GD19217 OS=Drosophila simulans GN=Dsim\GD19217 PE=3 SV=1

 k00026|B3MTR2|B3MTR2_DROAN GF23071 OS=Drosophila ananassae GN=Dana\GF23071 PE=3 SV=1

 k00026|A8ICG9|A8ICG9_CHLRE Malate dehydrogenase OS=Chlamydomonas reinhardtii GN=MDH2 PE=3 SV=1

 k00024|A0A0A7EHP3|A0A0A7EHP3_9GAMM Malate dehydrogenase OS=Pseudoalteromonas sp. OCN003 GN=OM33_13805 PE=3 SV=1

 k00024|A0A0A7MCS2|A0A0A7MCS2_ACTEU Malate dehydrogenase OS=Actinobacillus equuli subsp. equuli GN=mdh PE=3 SV=1

 k00024|A0A097QN77|A0A097QN77_9VIBR Malate dehydrogenase OS=Vibrio coralliilyticus GN=mdh PE=3 SV=1

 k00024|A0A0A0SL94|A0A0A0SL94_9VIBR Malate dehydrogenase OS=Vibrio coralliilyticus GN=mdh PE=3 SV=1

 k00024|A0A090IPK4|A0A090IPK4_9GAMM Malate dehydrogenase OS=Aliivibrio wodanis GN=mdh PE=3 SV=1

 k00024|A0A023RPF3|A0A023RPF3_AERME Malate dehydrogenase OS=Aeromonas media WS GN=mdh PE=3 SV=1

 k00024|A0A090II31|A0A090II31_9GAMM Malate dehydrogenase OS=Moritella viscosa GN=mdh PE=3 SV=1

 k00024|A0A084DQ61|A0A084DQ61_PASMD Malate dehydrogenase OS=Pasteurella multocida GN=mdh PE=3 SV=1

 k00024|A0A075P9W8|A0A075P9W8_9ALTE Malate dehydrogenase OS=Alteromonas australica GN=mdh PE=3 SV=1

 k00024|A0A089W8F1|A0A089W8F1_9ENTR Malate dehydrogenase OS=Pantoea rwandensis GN=mdh PE=3 SV=1

 k00024|A0A0A0Z053|A0A0A0Z053_9ENTR Malate dehydrogenase OS=Pantoea sp. PSNIH1 GN=mdh PE=3 SV=1

 k00024|A0A068HKX6|A0A068HKX6_KLEOX Malate dehydrogenase OS=Klebsiella oxytoca KONIH1 GN=mdh PE=3 SV=1

 k00024|A0A068QMR8|A0A068QMR8_9ENTR Malate dehydrogenase OS=Xenorhabdus doucetiae GN=mdh PE=3 SV=1

 k00024|A0A068R7P8|A0A068R7P8_9ENTR Malate dehydrogenase OS=Xenorhabdus poinarii GN=mdh PE=3 SV=1

 k00024|A0A088P4W0|A0A088P4W0_PROST Malate dehydrogenase OS=Providencia stuartii GN=mdh PE=3 SV=1

 k00024|A0A094SWI1|A0A094SWI1_PECCA Malate dehydrogenase OS=Pectobacterium carotovorum subsp. odoriferum GN=mdh PE=3 SV=1

 k00024|A0A085U9C1|A0A085U9C1_YERRU Malate dehydrogenase OS=Yersinia ruckeri GN=mdh PE=3 SV=1

 k00024|A0A088L5T8|A0A088L5T8_YERKR Malate dehydrogenase OS=Yersinia kristensenii GN=mdh PE=3 SV=1

 k00024|A0A089WPX9|A0A089WPX9_9ENTR Malate dehydrogenase OS=Cedecea neteri GN=mdh PE=3 SV=1

 k00024|A0A097QYL1|A0A097QYL1_HAFAL Malate dehydrogenase OS=Hafnia alvei FB1 GN=mdh PE=3 SV=1

 k00024|A0A076LSM0|A0A076LSM0_EDWTA Malate dehydrogenase OS=Edwardsiella tarda 080813 GN=mdh PE=3 SV=1

 k00024|A0A0A1B433|A0A0A1B433_9ENTR Malate dehydrogenase OS=Pantoea sp. PSNIH2 GN=mdh PE=3 SV=1

 k00024|A0A089U868|A0A089U868_9ENTR Malate dehydrogenase OS=Cedecea neteri GN=mdh PE=3 SV=1

 k00024|A0A087FW28|A0A087FW28_KLEVA Malate dehydrogenase OS=Klebsiella variicola GN=mdh PE=3 SV=1

 k00024|A0A077DV19|A0A077DV19_SHIFL Malate dehydrogenase OS=Shigella flexneri 2003036 GN=mdh PE=3 SV=1

 k00024|A0A094NLU2|A0A094NLU2_SHIFL Malate dehydrogenase OS=Shigella flexneri GN=mdh PE=3 SV=1

 k00024|A0A023V3F4|A0A023V3F4_CITFR Malate dehydrogenase OS=Citrobacter freundii CFNIH1 GN=mdh PE=3 SV=1

 k00024|A0A089PIF3|A0A089PIF3_PLUGE Malate dehydrogenase OS=Pluralibacter gergoviae GN=mdh PE=3 SV=1

 k00024|A0A0A0ZG60|A0A0A0ZG60_ENTCL Malate dehydrogenase OS=Enterobacter cloacae GN=mdh PE=3 SV=1

 k00024|A0A0A7ZK70|A0A0A7ZK70_ENTCL Malate dehydrogenase OS=Enterobacter cloacae GN=mdh PE=3 SV=1

 k00024|A0A0A6HHL5|A0A0A6HHL5_ENTCL Malate dehydrogenase OS=Enterobacter cloacae GN=mdh PE=3 SV=1

 k00026|A4HA28|A4HA28_LEIBR Complete genome, chromosome 19 OS=Leishmania braziliensis GN=LBRM_19_1020 PE=3 SV=1

 k00026|A4HY91|A4HY91_LEIIN Glycosomal malate dehydrogenase OS=Leishmania infantum GN=LINJ_19_0710 PE=3 SV=1

 k00026|B4M1E0|B4M1E0_DROVI Malate dehydrogenase OS=Drosophila virilis GN=Dvir\GJ19287 PE=3 SV=1

 k00026|B4MSE5|B4MSE5_DROWI Malate dehydrogenase OS=Drosophila willistoni GN=Dwil\GK19917 PE=3 SV=1

 k00026|B4L2P2|B4L2P2_DROMO Malate dehydrogenase OS=Drosophila mojavensis GN=Dmoj\GI14636 PE=3 SV=1

 k00026|B4GWL1|B4GWL1_DROPE Malate dehydrogenase OS=Drosophila persimilis GN=Dper\GL16414 PE=3 SV=1

 k00026|B4MY57|B4MY57_DROWI Malate dehydrogenase OS=Drosophila willistoni GN=Dwil\GK22135 PE=3 SV=1

 k00026|B4HG87|B4HG87_DROSE Malate dehydrogenase OS=Drosophila sechellia GN=Dsec\GM24618 PE=3 SV=1

 k00026|B4QRU1|B4QRU1_DROSI Malate dehydrogenase OS=Drosophila simulans GN=Dsim\GD12684 PE=3 SV=1

 k00026|B4PGX5|B4PGX5_DROYA Malate dehydrogenase OS=Drosophila yakuba GN=Dyak\GE20084 PE=3 SV=1

 k00026|B3NCX4|B3NCX4_DROER Malate dehydrogenase OS=Drosophila erecta GN=Dere\GG13791 PE=3 SV=1

 k00026|B3M656|B3M656_DROAN Malate dehydrogenase OS=Drosophila ananassae GN=Dana\GF10673 PE=3 SV=1

 k00026|B4MY58|B4MY58_DROWI Malate dehydrogenase OS=Drosophila willistoni GN=Dwil\GK22161 PE=3 SV=1

 k00026|B4GRT9|B4GRT9_DROPE Malate dehydrogenase OS=Drosophila persimilis GN=Dper\GL25264 PE=3 SV=1

 k00026|B4GRT8|B4GRT8_DROPE Malate dehydrogenase OS=Drosophila persimilis GN=Dper\GL24873 PE=3 SV=1

 k00026|B4KQH6|B4KQH6_DROMO Malate dehydrogenase OS=Drosophila mojavensis GN=Dmoj\GI18598 PE=3 SV=1

 k00026|B4LPS5|B4LPS5_DROVI GJ20394 OS=Drosophila virilis GN=Dvir\GJ20394 PE=3 SV=1

 k00026|B4J9C6|B4J9C6_DROGR Malate dehydrogenase OS=Drosophila grimshawi GN=Dgri\GH21422 PE=3 SV=1

 k00026|B4J9C5|B4J9C5_DROGR Malate dehydrogenase OS=Drosophila grimshawi GN=Dgri\GH21421 PE=3 SV=1

 k00026|B4LPS6|B4LPS6_DROVI GJ20393 OS=Drosophila virilis GN=Dvir\GJ20393 PE=3 SV=1

 k00026|B4KQH7|B4KQH7_DROMO Malate dehydrogenase OS=Drosophila mojavensis GN=Dmoj\GI18597 PE=3 SV=1

 k00026|B4GC10|B4GC10_DROPE Malate dehydrogenase OS=Drosophila persimilis GN=Dper\GL10476 PE=3 SV=1

 k00026|B3M655|B3M655_DROAN Malate dehydrogenase OS=Drosophila ananassae GN=Dana\GF23749 PE=3 SV=1

 k00026|B3NCX5|B3NCX5_DROER GG15612 OS=Drosophila erecta GN=Dere\GG15612 PE=3 SV=1

 k00026|B4PGX6|B4PGX6_DROYA GE21938 OS=Drosophila yakuba GN=Dyak\GE21938 PE=3 SV=1

 k00026|B4HGM6|B4HGM6_DROSE Malate dehydrogenase OS=Drosophila sechellia GN=Dsec\GM25384 PE=3 SV=1

 k00026|B4QRU2|B4QRU2_DROSI Malate dehydrogenase OS=Drosophila simulans GN=Dsim\GD14416 PE=3 SV=1

 k00026|B9H2K7|B9H2K7_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0004s05340g PE=3 SV=2

 k00026|B9S977|B9S977_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_1014110 PE=3 SV=1

 k00026|A0A0A0L0E4|A0A0A0L0E4_CUCSA Malate dehydrogenase OS=Cucumis sativus GN=Csa_4G083700 PE=3 SV=1

 k00026|A0A059BV12|A0A059BV12_EUCGR Malate dehydrogenase OS=Eucalyptus grandis GN=EUGRSUZ_F03251 PE=3 SV=1

 k00026|A0A059BNN5|A0A059BNN5_EUCGR Malate dehydrogenase OS=Eucalyptus grandis GN=EUGRSUZ_F01209 PE=3 SV=1

 k00026|A0A067DZE8|A0A067DZE8_CITSI Malate dehydrogenase OS=Citrus sinensis GN=CISIN_1g018314mg PE=3 SV=1

 k00026|A0A061F945|A0A061F945_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_031715 PE=3 SV=1

 k00026|A9PCR0|A9PCR0_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0011s09860g PE=2 SV=1

 k00026|B9SE47|B9SE47_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_1520380 PE=3 SV=1

 k00026|B9GGU9|B9GGU9_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0001s38560g PE=3 SV=2

 k00026|A8MQK3|A8MQK3_ARATH Malate dehydrogenase OS=Arabidopsis thaliana GN=mMDH2 PE=3 SV=1

 k00026|B4FRJ1|B4FRJ1_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|B4FVH1|B4FVH1_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|B4FZU8|B4FZU8_MAIZE Malate dehydrogenase OS=Zea mays GN=LOC100274264 PE=2 SV=1

 k00026|A0A061GF50|A0A061GF50_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_029739 PE=3 SV=1

 k00026|A5BBI6|A5BBI6_VITVI Malate dehydrogenase OS=Vitis vinifera GN=VITISV_004210 PE=3 SV=1

 k00026|A4RYV9|A4RYV9_OSTLU Malate dehydrogenase OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_24671 PE=3 SV=1

 k00026|A8JHU0|A8JHU0_CHLRE Malate dehydrogenase OS=Chlamydomonas reinhardtii GN=MDH4 PE=3 SV=1

 k00026|A9SLS5|A9SLS5_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_131843 PE=3 SV=1

 k00026|A9TBX2|A9TBX2_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_143364 PE=3 SV=1

 k00026|A9SUY5|A9SUY5_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_135701 PE=3 SV=1

 k00026|A4HAB8|A4HAB8_LEIBR Malate dehydrogenase OS=Leishmania braziliensis GN=mMDH PE=3 SV=2

 k00026|A4HAC0|A4HAC0_LEIBR Malate dehydrogenase OS=Leishmania braziliensis GN=mdh PE=3 SV=1

 k00026|A4I9I5|A4I9I5_LEIIN Malate dehydrogenase OS=Leishmania infantum GN=mMDH PE=3 SV=1

 k00026|A4I9I3|A4I9I3_LEIIN Malate dehydrogenase OS=Leishmania infantum GN=LINJ_34_0150 PE=3 SV=1

 k00026|A4HAB9|A4HAB9_LEIBR Contig, possible fusion of chromosomes 20 and 34 OS=Leishmania braziliensis GN=LBRM_20_0020 PE=3 SV=1

 k00026|A4I9I4|A4I9I4_LEIIN Putative malate dehydrogenase OS=Leishmania infantum GN=LINJ_34_0160 PE=3 SV=1

 k00026|A0A061H1D2|A0A061H1D2_9BASI Malate dehydrogenase OS=Pseudozyma flocculosa PF-1 GN=PFL1_06301 PE=3 SV=1

 k00026|A8Q524|A8Q524_MALGO Uncharacterized protein OS=Malassezia globosa (strain ATCC MYA-4612 / CBS 7966) GN=MGL_2703 PE=3 SV=1

 k00026|A8P7W6|A8P7W6_COPC7 Malate dehydrogenase OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=CC1G_06656 PE=3 SV=1

 k00026|B0DKI3|B0DKI3_LACBS NAD-malate dehydrogenase OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=LACBIDRAFT_185536 PE=3 SV=1

 k00026|A5E3K9|A5E3K9_LODEL Malate dehydrogenase OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=LELG_04196 PE=3 SV=1

 k00026|B9WFP0|B9WFP0_CANDC Malate dehydrogenase OS=Candida dubliniensis (strain CD36 / ATCC MYA-646 / CBS 7987 / NCPF 3949 / NRRL Y-17841) GN=CD36_41790 PE=3 SV=1

 k00026|A5DH28|A5DH28_PICGU Malate dehydrogenase OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=PGUG_02579 PE=3 SV=1

 k00026|A3GGD9|A3GGD9_PICST Malate dehydrogenase OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=MDH1 PE=3 SV=2

 k00026|B2AZV9|B2AZV9_PODAN Malate dehydrogenase OS=Podospora anserina (strain S / ATCC MYA-4624 / DSM 980 / FGSC 10383) GN=PODANS_3_2600 PE=3 SV=1

 k00026|A7F894|A7F894_SCLS1 Malate dehydrogenase OS=Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) GN=SS1G_13825 PE=3 SV=1

 k00026|B6HDG8|B6HDG8_PENCW Malate dehydrogenase OS=Penicillium chrysogenum (strain ATCC 28089 / DSM 1075 / Wisconsin 54-1255) GN=Pc20g01610 PE=3 SV=1

 k00026|A2QMH9|A2QMH9_ASPNC Malate dehydrogenase OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=An07g02160 PE=3 SV=1

 k00026|A6R2W1|A6R2W1_AJECN Malate dehydrogenase OS=Ajellomyces capsulatus (strain NAm1 / WU24) GN=HCAG_03969 PE=3 SV=1

 k00026|B8MX84|B8MX84_ASPFN Scf_1106286418772 genomic scaffold, whole genome shotgun sequence OS=Aspergillus flavus (strain ATCC 200026 / FGSC A1120 / NRRL 3357 / JCM 12722 / SRRC 167) GN=AFLA_076710 PE=3 SV=1

 k00026|A1CDQ7|A1CDQ7_ASPCL Malate dehydrogenase OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=ACLA_007430 PE=3 SV=1

 k00026|A1DCR4|A1DCR4_NEOFI Malate dehydrogenase OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / FGSC A1164 / NRRL 181) GN=NFIA_026980 PE=3 SV=1

 k00026|A8NJ67|A8NJ67_COPC7 Malate dehydrogenase OS=Coprinopsis cinerea (strain Okayama-7 / 130 / ATCC MYA-4618 / FGSC 9003) GN=CC1G_09115 PE=3 SV=2

 k00026|B0D7C1|B0D7C1_LACBS Malate dehydrogenase OS=Laccaria bicolor (strain S238N-H82 / ATCC MYA-4686) GN=LACBIDRAFT_326114 PE=3 SV=1

 k00026|A0A061HBX5|A0A061HBX5_9BASI Malate dehydrogenase OS=Pseudozyma flocculosa PF-1 GN=PFL1_02729 PE=3 SV=1

 k00026|A8QAQ2|A8QAQ2_MALGO Uncharacterized protein OS=Malassezia globosa (strain ATCC MYA-4612 / CBS 7966) GN=MGL_3809 PE=3 SV=1

 k00026|A0A0A6M0G8|A0A0A6M0G8_CANAL Malate dehydrogenase OS=Candida albicans (strain SC5314 / ATCC MYA-2876) GN=I503_05481 PE=3 SV=1

 k00026|B9WKQ1|B9WKQ1_CANDC Malate dehydrogenase OS=Candida dubliniensis (strain CD36 / ATCC MYA-646 / CBS 7987 / NCPF 3949 / NRRL Y-17841) GN=CD36_25650 PE=3 SV=1

 k00026|A5DSY0|A5DSY0_LODEL Malate dehydrogenase OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=LELG_00466 PE=3 SV=1

 k00026|A3GH28|A3GH28_PICST Malate dehydrogenase OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=MDHM PE=3 SV=1

 k00026|A5DGY9|A5DGY9_PICGU Malate dehydrogenase OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=PGUG_02540 PE=3 SV=1

 k00026|A3LW84|A3LW84_PICST Malate dehydrogenase OS=Scheffersomyces stipitis (strain ATCC 58785 / CBS 6054 / NBRC 10063 / NRRL Y-11545) GN=MDH2 PE=3 SV=2

 k00026|B9WCV5|B9WCV5_CANDC Malate dehydrogenase OS=Candida dubliniensis (strain CD36 / ATCC MYA-646 / CBS 7987 / NCPF 3949 / NRRL Y-17841) GN=CD36_24490 PE=3 SV=1

 k00026|A5DZ33|A5DZ33_LODEL Malate dehydrogenase OS=Lodderomyces elongisporus (strain ATCC 11503 / CBS 2605 / JCM 1781 / NBRC 1676 / NRRL YB-4239) GN=LELG_02620 PE=3 SV=1

 k00026|A5DE02|A5DE02_PICGU Malate dehydrogenase OS=Meyerozyma guilliermondii (strain ATCC 6260 / CBS 566 / DSM 6381 / JCM 1539 / NBRC 10279 / NRRL Y-324) GN=PGUG_01503 PE=3 SV=2

 k00026|A7EUG8|A7EUG8_SCLS1 Malate dehydrogenase OS=Sclerotinia sclerotiorum (strain ATCC 18683 / 1980 / Ss-1) GN=SS1G_08975 PE=3 SV=1

 k00026|B2AXI0|B2AXI0_PODAN Malate dehydrogenase OS=Podospora anserina (strain S / ATCC MYA-4624 / DSM 980 / FGSC 10383) GN=PODANS_7_10620 PE=3 SV=1

 k00026|B6GYI7|B6GYI7_PENCW Pc12g04750 protein OS=Penicillium chrysogenum (strain ATCC 28089 / DSM 1075 / Wisconsin 54-1255) GN=Pc12g04750 PE=3 SV=1

 k00026|A6R9B0|A6R9B0_AJECN Malate dehydrogenase OS=Ajellomyces capsulatus (strain NAm1 / WU24) GN=HCAG_06901 PE=3 SV=1

 k00026|B8ND04|B8ND04_ASPFN Scf_1106286418280 genomic scaffold, whole genome shotgun sequence OS=Aspergillus flavus (strain ATCC 200026 / FGSC A1120 / NRRL 3357 / JCM 12722 / SRRC 167) GN=AFLA_054750 PE=3 SV=1

 k00026|A5ABV4|A5ABV4_ASPNC Aspergillus niger contig An15c0010, genomic contig OS=Aspergillus niger (strain CBS 513.88 / FGSC A1513) GN=An15g00070 PE=3 SV=1

 k00026|A1DM13|A1DM13_NEOFI Malate dehydrogenase, NAD-dependent OS=Neosartorya fischeri (strain ATCC 1020 / DSM 3700 / FGSC A1164 / NRRL 181) GN=NFIA_051790 PE=3 SV=1

 k00026|A1CM12|A1CM12_ASPCL Malate dehydrogenase, NAD-dependent OS=Aspergillus clavatus (strain ATCC 1007 / CBS 513.65 / DSM 816 / NCTC 3887 / NRRL 1) GN=ACLA_095320 PE=3 SV=1

 k00026|A7TPS0|A7TPS0_VANPO Malate dehydrogenase OS=Vanderwaltozyma polyspora (strain ATCC 22028 / DSM 70294) GN=Kpol_1073p7 PE=3 SV=1

 k00026|A7TLD9|A7TLD9_VANPO Malate dehydrogenase OS=Vanderwaltozyma polyspora (strain ATCC 22028 / DSM 70294) GN=Kpol_1020p28 PE=3 SV=1

 k00026|A7TL95|A7TL95_VANPO Malate dehydrogenase OS=Vanderwaltozyma polyspora (strain ATCC 22028 / DSM 70294) GN=Kpol_1041p28 PE=3 SV=1

 k00024|A0A089ZUX9|A0A089ZUX9_METFO Malate dehydrogenase OS=Methanobacterium formicicum GN=mdh PE=3 SV=1

 k00024|A0A090I503|A0A090I503_METFO Malate dehydrogenase OS=Methanobacterium formicicum GN=mdh PE=3 SV=1

 k00024|A0A076LID6|A0A076LID6_9EURY Malate dehydrogenase OS=Methanocaldococcus sp. JH146 GN=mdh PE=3 SV=1

 k00024|A0A077FLA0|A0A077FLA0_9RICK Malate dehydrogenase OS=Rickettsiales bacterium Ac37b GN=mdh_1 PE=3 SV=1

 k00024|A0A076F9R5|A0A076F9R5_9PROT Mdh protein OS=Campylobacter iguaniorum GN=mdh PE=3 SV=1

 k00024|A0A076GYN8|A0A076GYN8_9SYNE Uncharacterized protein OS=Synechococcus sp. KORDI-100 GN=KR100_02535 PE=3 SV=1

 k00024|A0A024FCM2|A0A024FCM2_9FLAO Malate dehydrogenase OS=Winogradskyella sp. PG-2 GN=mdh PE=3 SV=1

 k00024|A0A0A7KGC6|A0A0A7KGC6_9FLAO Malate dehydrogenase OS=Cellulophaga baltica 18 GN=mdh PE=3 SV=1

 k00024|A0A077ED34|A0A077ED34_9FLAO Malate dehydrogenase OS=Elizabethkingia anophelis NUHP1 GN=mdh PE=3 SV=1

 k00024|A0A077KMX0|A0A077KMX0_9FLAO Malate dehydrogenase OS=Chryseobacterium sp. StRB126 GN=mdh PE=3 SV=1

 k00024|A0A076NUH1|A0A076NUH1_FLAPS Malate dehydrogenase OS=Flavobacterium psychrophilum GN=mdh PE=3 SV=1

 k00024|A0A075KIX8|A0A075KIX8_9FIRM Malate dehydrogenase OS=Pelosinus sp. UFO1 GN=mdh PE=3 SV=1

 k00024|A0A076IW52|A0A076IW52_9BACE Malate dehydrogenase OS=Bacteroides dorei GN=mdh PE=3 SV=1

 k00024|A0A088F0C4|A0A088F0C4_9SPHI Malate dehydrogenase OS=Sphingobacterium sp. ML3W GN=mdh PE=3 SV=1

 k00024|A0A060R9E4|A0A060R9E4_9BACT Malate dehydrogenase OS=Mucinivorans hirudinis GN=mdh PE=3 SV=1

 k00024|A0A059XYU1|A0A059XYU1_9BACT Malate dehydrogenase OS=Leptospirillum ferriphilum YSK GN=mdh PE=3 SV=1

 k00024|A0A060HG74|A0A060HG74_9ARCH Malate dehydrogenase OS=Nitrososphaera viennensis EN76 GN=mdh PE=3 SV=1

 k00024|A0A075MUF8|A0A075MUF8_9ARCH Malate dehydrogenase OS=Candidatus Nitrososphaera evergladensis SR1 GN=mdh PE=3 SV=1

 k00024|A0A0A7V4F4|A0A0A7V4F4_9ARCH Malate dehydrogenase OS=Candidatus Nitrosopelagicus brevis GN=mdh PE=3 SV=1

 k00024|A0A077FC92|A0A077FC92_9PSED Malate dehydrogenase OS=Pseudomonas alkylphenolia GN=mdh PE=3 SV=1

 k00024|A0A059USC4|A0A059USC4_PSEPU Malate dehydrogenase OS=Pseudomonas putida GN=mdh PE=3 SV=1

 k00024|A0A099MSX8|A0A099MSX8_9PSED Malate dehydrogenase OS=Pseudomonas plecoglossicida GN=mdh PE=3 SV=1

 k00024|A0A068SXL1|A0A068SXL1_RHIGA Malate dehydrogenase OS=Rhizobium galegae GN=mdh PE=3 SV=1

 k00024|A0A068TCW8|A0A068TCW8_RHIGA Malate dehydrogenase OS=Rhizobium galegae GN=mdh PE=3 SV=1

 k00024|A0A060IC30|A0A060IC30_RHIET Malate dehydrogenase OS=Rhizobium etli bv. mimosae str. IE4771 GN=mdh PE=3 SV=1

 k00024|A0A011UCW3|A0A011UCW3_OCHAN Malate dehydrogenase OS=Ochrobactrum anthropi GN=BG46_25850 PE=3 SV=1

 k00024|A0A076K4M1|A0A076K4M1_9RHOB Malate dehydrogenase OS=Planktomarina temperata RCA23 GN=mdh PE=3 SV=1

 k00024|A0A089NSU4|A0A089NSU4_9RHIZ Malate dehydrogenase OS=Methylobacterium oryzae CBMB20 GN=mdh PE=3 SV=1

 k00024|A0A097EK72|A0A097EK72_9SPHN Malate dehydrogenase OS=Sphingomonas taxi GN=mdh PE=3 SV=1

 k00024|A0A0A7PC63|A0A0A7PC63_9SPHN Malate dehydrogenase OS=Sphingopyxis sp. Kp5.2 GN=mdh PE=3 SV=1

 k00024|A0A0A3XK69|A0A0A3XK69_BRAJP Malate dehydrogenase OS=Bradyrhizobium japonicum GN=mdh PE=3 SV=1

 k00024|A0A060DII5|A0A060DII5_AZOBR Malate dehydrogenase OS=Azospirillum brasilense GN=mdh PE=3 SV=1

 k00024|A0A077C3D3|A0A077C3D3_9RICK Malate dehydrogenase OS=Candidatus Caedibacter acanthamoebae GN=mdh PE=3 SV=1

 k00024|A0A077AVP7|A0A077AVP7_9RICK Malate dehydrogenase OS=Candidatus Paracaedibacter acanthamoebae GN=mdh PE=3 SV=1

 k00024|A0A060PVW2|A0A060PVW2_9RICK Malate dehydrogenase OS=Wolbachia endosymbiont of Cimex lectularius GN=mdh PE=3 SV=1

 k00024|A0A077FIJ6|A0A077FIJ6_9RICK Malate dehydrogenase OS=Rickettsiales bacterium Ac37b GN=mdh_2 PE=3 SV=1

 k00024|A0A097EM11|A0A097EM11_9GAMM Malate dehydrogenase OS=Francisella sp. FSC1006 GN=mdh PE=3 SV=1

 k00024|A0A075MHF9|A0A075MHF9_9RICK Malate dehydrogenase OS=endosymbiont of Acanthamoeba sp. UWC8 GN=mdh PE=3 SV=1

 k00024|A0A076I9P3|A0A076I9P3_9CHLR Malate dehydrogenase OS=Dehalococcoides mccartyi CG1 GN=mdh PE=3 SV=1

 k00024|A0A076IEE9|A0A076IEE9_9CHLR Malate dehydrogenase OS=Dehalococcoides mccartyi CG4 GN=mdh PE=3 SV=1

 k00024|A0A023X3H2|A0A023X3H2_9ACTN Malate dehydrogenase OS=Rubrobacter radiotolerans GN=mdh PE=3 SV=1

 k00024|A0A068MWX0|A0A068MWX0_SYNY4 Malate dehydrogenase OS=Synechocystis sp. (strain PCC 6714) GN=mdh PE=3 SV=1

 k00024|A0A076HMG3|A0A076HMG3_9BACT Malate dehydrogenase OS=Hymenobacter sp. APR13 GN=mdh PE=3 SV=1

 k00024|A0A0A7LJJ3|A0A0A7LJJ3_9BACT Malate dehydrogenase OS=Hymenobacter sp. DG25B GN=mdh PE=3 SV=1

 k00024|A0A075WT58|A0A075WT58_9BACT Malate dehydrogenase OS=Thermodesulfobacterium commune DSM 2178 GN=mdh PE=3 SV=1

 k00024|A0A075LLS6|A0A075LLS6_9BACI Malate dehydrogenase OS=Terribacillus aidingensis GN=mdh PE=3 SV=1

 k00024|A0A077J587|A0A077J587_9BACI Malate dehydrogenase OS=Bacillus sp. X1(2014) GN=mdh PE=3 SV=1

 k00024|A0A075JMZ1|A0A075JMZ1_9BACI Malate dehydrogenase OS=Virgibacillus sp. SK37 GN=mdh PE=3 SV=1

 k00024|A0A060LYL1|A0A060LYL1_9BACI Malate dehydrogenase OS=Bacillus lehensis G1 GN=mdh PE=3 SV=1

 k00024|A0A081T8P0|A0A081T8P0_9BACI Malate dehydrogenase OS=Lysinibacillus fusiformis GN=mdh PE=3 SV=1

 k00024|A0A0A0WFL7|A0A0A0WFL7_9BACI Malate dehydrogenase OS=Bacillus weihenstephanensis GN=mdh3 PE=3 SV=1

 k00024|A0A076W6Z7|A0A076W6Z7_BACMY Malate dehydrogenase OS=Bacillus mycoides GN=mdh PE=3 SV=1

 k00024|A0A023PCX7|A0A023PCX7_9BACI Malate dehydrogenase OS=Bacillus bombysepticus GN=mdh PE=3 SV=1

 k00024|A0A063CLK5|A0A063CLK5_BACCE Malate dehydrogenase OS=Bacillus cereus GN=mdh PE=3 SV=1

 k00024|A0A068E8U0|A0A068E8U0_STAXY Malate dehydrogenase OS=Staphylococcus xylosus GN=mdh PE=3 SV=1

 k00024|A0A090K3Y5|A0A090K3Y5_STAXY Malate dehydrogenase OS=Staphylococcus xylosus GN=mdh PE=3 SV=1

 k00024|A0A075R232|A0A075R232_BRELA Malate dehydrogenase OS=Brevibacillus laterosporus LMG 15441 GN=mdh PE=3 SV=1

 k00024|A0A089IIP7|A0A089IIP7_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL H7-0737 GN=mdh PE=3 SV=1

 k00024|A0A089JH97|A0A089JH97_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL R5-0345 GN=mdh PE=3 SV=1

 k00024|A0A089MM53|A0A089MM53_9BACL Malate dehydrogenase OS=Paenibacillus odorifer GN=mdh PE=3 SV=1

 k00024|A0A089NGB8|A0A089NGB8_9BACL Malate dehydrogenase OS=Paenibacillus graminis GN=mdh PE=3 SV=1

 k00024|A0A089KD24|A0A089KD24_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL R7-0273 GN=mdh PE=3 SV=1

 k00024|A0A089KVQ0|A0A089KVQ0_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL R7-0331 GN=mdh PE=3 SV=1

 k00024|A0A089I1B2|A0A089I1B2_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL H7-0357 GN=mdh PE=3 SV=1

 k00024|A0A089IZS5|A0A089IZS5_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL P4-0081 GN=mdh PE=3 SV=1

 k00024|A0A089MLV2|A0A089MLV2_9BACL Malate dehydrogenase OS=Paenibacillus borealis GN=mdh PE=3 SV=1

 k00024|A0A089JUQ1|A0A089JUQ1_9BACL Malate dehydrogenase OS=Paenibacillus sp. FSL R5-0912 GN=mdh PE=3 SV=1

 k00024|A0A076ITJ0|A0A076ITJ0_9BACE Malate dehydrogenase OS=Bacteroides dorei GN=EL88_21690 PE=4 SV=1

 k00024|A0A098C0Q2|A0A098C0Q2_9PORP Malate dehydrogenase OS=Porphyromonadaceae bacterium ING2-E5B GN=mdh PE=3 SV=1

 k00025|E2RU65|E2RU65_GIAIC Malate dehydrogenase OS=Giardia intestinalis (strain ATCC 50803 / WB clone C6) GN=GL50803_3331 PE=4 SV=1

 k00025|A2FIP8|A2FIP8_TRIVA L-lactate dehydrogenase, putative OS=Trichomonas vaginalis GN=TVAG_171090 PE=4 SV=1

 k00025|A2FIP9|A2FIP9_TRIVA L-lactate dehydrogenase, putative OS=Trichomonas vaginalis GN=MDH PE=2 SV=1

 k00025|A2GET8|A2GET8_TRIVA L-lactate dehydrogenase, putative OS=Trichomonas vaginalis GN=TVAG_534540 PE=4 SV=1

 k00025|A2FKC7|A2FKC7_TRIVA Lactate dehydrogenase family protein OS=Trichomonas vaginalis GN=TVAG_381310 PE=4 SV=1

 k00025|A2EFX9|A2EFX9_TRIVA Malate dehydrogenase family protein OS=Trichomonas vaginalis GN=TVAG_354940 PE=4 SV=1

 k00025|E0VCA1|E0VCA1_PEDHC Malate dehydrogenase, putative OS=Pediculus humanus subsp. corporis GN=Phum_PHUM084760 PE=4 SV=1

 k00025|I7MIK7|I7MIK7_TETTS Malate dehydrogenase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00237500 PE=3 SV=1

 k00024|A0A075V1S3|A0A075V1S3_9PSEU Malate dehydrogenase OS=Amycolatopsis japonica GN=mdh PE=3 SV=1

 k00024|A0A093AWB7|A0A093AWB7_9PSEU Malate dehydrogenase OS=Amycolatopsis lurida NRRL 2430 GN=BB31_30975 PE=3 SV=1

 k00024|A0A076MRL3|A0A076MRL3_AMYME Malate dehydrogenase OS=Amycolatopsis methanolica 239 GN=mdh PE=3 SV=1

 k00024|A0A0A1CWC4|A0A0A1CWC4_9MICC Malate dehydrogenase OS=Arthrobacter sp. PAMC25486 GN=mdh PE=3 SV=1

 k00024|A0A0A1FPQ6|A0A0A1FPQ6_9MYCO Malate dehydrogenase OS=Mycobacterium sp. VKM Ac-1817D GN=mdh PE=3 SV=1

 k00024|A0A098G806|A0A098G806_9GAMM Malate dehydrogenase OS=Legionella fallonii LLAP-10 GN=mdh PE=3 SV=1

 k00024|A0A098GF43|A0A098GF43_TATMI Malate dehydrogenase OS=Tatlockia micdadei GN=mdh PE=3 SV=1

 k00024|A0A059WCG3|A0A059WCG3_STRA9 Malate dehydrogenase OS=Streptomyces albulus GN=mdh PE=3 SV=1

 k00024|A0A089X848|A0A089X848_STRGA Malate dehydrogenase OS=Streptomyces glaucescens GN=mdh PE=3 SV=1

 k00025|A0BG40|A0BG40_PARTE Malate dehydrogenase OS=Paramecium tetraurelia GN=GSPATT00028542001 PE=3 SV=1

 k00025|Q22MV4|Q22MV4_TETTS Malate dehydrogenase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00030190 PE=3 SV=1

 k00024|A0A097IHM6|A0A097IHM6_9CORY Malate dehydrogenase OS=Corynebacterium doosanense CAU 212 = DSM 45436 GN=mdh PE=3 SV=1

 k00024|A0A088QYD7|A0A088QYD7_9CORY Malate dehydrogenase OS=Corynebacterium sp. ATCC 6931 GN=mdh PE=3 SV=1

 k00024|A0A076NQW5|A0A076NQW5_9CORY Malate dehydrogenase OS=Corynebacterium imitans GN=mdh PE=3 SV=1

 k00024|A0A077HM05|A0A077HM05_9CORY Malate dehydrogenase OS=Corynebacterium ureicelerivorans GN=CUREI_08880 PE=4 SV=1

 k00024|A0A075TSN5|A0A075TSN5_9CORY Malate dehydrogenase OS=Corynebacterium atypicum GN=mdh PE=3 SV=1

 k00024|A0A080L6H7|A0A080L6H7_CORPS Malate dehydrogenase OS=Corynebacterium pseudotuberculosis GN=mdh PE=3 SV=1

 k00024|A0A083WEL6|A0A083WEL6_MYCBI Malate dehydrogenase OS=Mycobacterium bovis GN=mdh PE=3 SV=1

 k00024|A0A0A1DMH8|A0A0A1DMH8_NOCSI Malate dehydrogenase OS=Nocardioides simplex GN=mdh PE=3 SV=1

 k00024|A0A075JG29|A0A075JG29_9MICO Malate dehydrogenase OS=Dermacoccus nishinomiyaensis GN=mdh PE=3 SV=1

 k00024|A0A0A7KKU3|A0A0A7KKU3_9DEIO Malate dehydrogenase OS=Deinococcus swuensis GN=mdh PE=3 SV=1

 k00024|A0A060BHF5|A0A060BHF5_9GAMM Malate dehydrogenase OS=Halomonas campaniensis GN=mdh PE=3 SV=1

 k00024|A0A023NRX9|A0A023NRX9_9GAMM Malate dehydrogenase OS=Dyella jiangningensis GN=mdh PE=3 SV=1

 k00024|A0A075K385|A0A075K385_9GAMM Malate dehydrogenase OS=Dyella japonica A8 GN=mdh PE=3 SV=1

 k00024|A0A090AHF4|A0A090AHF4_9GAMM Malate dehydrogenase OS=Thioploca ingrica GN=mdh PE=3 SV=1

 k00024|A0A096ZBX2|A0A096ZBX2_BURTH Malate dehydrogenase OS=Burkholderia thailandensis GN=mdh PE=3 SV=1

 k00024|A0A0A1H300|A0A0A1H300_9BURK Malate dehydrogenase OS=Burkholderiales bacterium GJ-E10 GN=mdh PE=3 SV=1

 k00024|A0A077DC29|A0A077DC29_9BURK Malate dehydrogenase OS=Basilea psittacipulmonis DSM 24701 GN=mdh PE=3 SV=1

 k00024|A0A060H2S1|A0A060H2S1_XYLFS Malate dehydrogenase OS=Xylella fastidiosa subsp. sandyi Ann-1 GN=mdh PE=3 SV=1

 k00024|A0A060H8Z8|A0A060H8Z8_XYLFS Malate dehydrogenase OS=Xylella fastidiosa MUL0034 GN=mdh PE=3 SV=1

 k00024|A0A028IMK7|A0A028IMK7_ACIBA Malate dehydrogenase OS=Acinetobacter baumannii LAC-4 GN=mdh PE=3 SV=1

 k00024|A0A076U1L8|A0A076U1L8_MORCA Malate dehydrogenase OS=Moraxella catarrhalis GN=mdh PE=3 SV=1

 k00024|A0A0A1FBY0|A0A0A1FBY0_9BURK Malate dehydrogenase OS=Collimonas arenae GN=mdh PE=3 SV=1

 k00024|A0A076PTW7|A0A076PTW7_COMTE Malate dehydrogenase OS=Comamonas testosteroni TK102 GN=mdh PE=3 SV=1

 k00024|A0A060NPS5|A0A060NPS5_9BURK Malate dehydrogenase OS=Comamonadaceae bacterium A1 GN=mdh PE=3 SV=1

 k00024|A0A060NWH2|A0A060NWH2_9BURK Malate dehydrogenase OS=Comamonadaceae bacterium B1 GN=mdh PE=3 SV=1

 k00024|A0A097FWW3|A0A097FWW3_9BORD Malate dehydrogenase OS=Bordetella holmesii 44057 GN=mdh PE=3 SV=1

 k00024|A0A0A8BLB3|A0A0A8BLB3_9BURK Malate dehydrogenase OS=Pandoraea sputorum GN=mdh PE=3 SV=1

 k00024|A0A060P3L6|A0A060P3L6_9BURK Malate dehydrogenase OS=Burkholderia sp. RPE67 GN=mdh PE=3 SV=1

 k00024|A0A088XV04|A0A088XV04_9BURK Malate dehydrogenase OS=Burkholderia oklahomensis GN=mdh PE=3 SV=1

 k00024|A0A097XRA6|A0A097XRA6_9BURK Malate dehydrogenase OS=Burkholderia sp. TSV202 GN=mdh PE=3 SV=1

 k00024|A0A088V3X2|A0A088V3X2_9BURK Malate dehydrogenase OS=Burkholderia cenocepacia GN=mdh PE=3 SV=1

 k00024|A0A095DCA8|A0A095DCA8_9BURK Malate dehydrogenase OS=Burkholderia multivorans GN=mdh PE=3 SV=1

 k00024|A0A096ZDH5|A0A096ZDH5_BURTH Malate dehydrogenase OS=Burkholderia thailandensis GN=mdh PE=3 SV=1

 k00024|A0A088UQN7|A0A088UQN7_9BURK Malate dehydrogenase OS=Burkholderia cenocepacia GN=mdh PE=3 SV=1

 k00024|A0A095DM33|A0A095DM33_BURCE Malate dehydrogenase OS=Burkholderia cepacia GN=mdh PE=3 SV=1

 k00024|A0A069ZYQ3|A0A069ZYQ3_CHLMR Malate dehydrogenase OS=Chlamydia muridarum GN=mdh PE=3 SV=1

 k00024|A0A0A1ITR7|A0A0A1ITR7_CHLAO Malate dehydrogenase OS=Chlamydophila abortus GN=mdh PE=3 SV=1

 k00025|A2DH14|A2DH14_TRIVA Malate dehydrogenase, putative OS=Trichomonas vaginalis GN=TVAG_193000 PE=4 SV=1

 k00025|A2FJ30|A2FJ30_TRIVA Malate dehydrogenase, putative OS=Trichomonas vaginalis GN=TVAG_204360 PE=4 SV=1

 k00025|L8HIY2|L8HIY2_ACACA Malate dehydrogenase (Fragment) OS=Acanthamoeba castellanii str. Neff GN=ACA1_166070 PE=3 SV=1

 k00025|F0ZJ23|F0ZJ23_DICPU Malate dehydrogenase OS=Dictyostelium purpureum GN=DICPUDRAFT_91907 PE=3 SV=1

 k00025|Q54GE6|MDHA_DICDI Probable malate dehydrogenase 1 OS=Dictyostelium discoideum GN=mdhA PE=1 SV=1

 k00025|F4QBV3|F4QBV3_DICFS Malate dehydrogenase OS=Dictyostelium fasciculatum (strain SH3) GN=mdhA PE=3 SV=1

 k00025|D0NRC1|D0NRC1_PHYIT Malate dehydrogenase OS=Phytophthora infestans (strain T30-4) GN=PITG_15476 PE=4 SV=1

 k00025|G4YTB0|G4YTB0_PHYSP Putative uncharacterized protein OS=Phytophthora sojae (strain P6497) GN=PHYSODRAFT_358973 PE=4 SV=1

 k00025|B3MJG6|B3MJG6_DROAN Malate dehydrogenase OS=Drosophila ananassae GN=Dana\GF14102 PE=3 SV=1

 k00025|B4NZN3|B4NZN3_DROYA Malate dehydrogenase OS=Drosophila yakuba GN=Dyak\GE25998 PE=3 SV=1

 k00025|B4Q988|B4Q988_DROSI Malate dehydrogenase OS=Drosophila simulans GN=Dsim\GD22263 PE=3 SV=1

 k00025|B4HWN2|B4HWN2_DROSE Malate dehydrogenase OS=Drosophila sechellia GN=Dsec\GM11692 PE=3 SV=1

 k00025|B3N9N7|B3N9N7_DROER Malate dehydrogenase OS=Drosophila erecta GN=Dere\GG23937 PE=3 SV=1

 k00025|B4G7B0|B4G7B0_DROPE Malate dehydrogenase (Fragment) OS=Drosophila persimilis GN=Dper\GL19158 PE=3 SV=1

 k00025|B4NQQ2|B4NQQ2_DROWI Malate dehydrogenase OS=Drosophila willistoni GN=Dwil\GK23502 PE=3 SV=1

 k00025|B4KJ21|B4KJ21_DROMO Malate dehydrogenase (Fragment) OS=Drosophila mojavensis GN=Dmoj\GI18261 PE=3 SV=1

 k00025|B4LR03|B4LR03_DROVI Malate dehydrogenase OS=Drosophila virilis GN=Dvir\GJ17520 PE=3 SV=1

 k00025|B4JPQ0|B4JPQ0_DROGR Malate dehydrogenase OS=Drosophila grimshawi GN=Dgri\GH13357 PE=3 SV=1

 k00025|E0VFB4|E0VFB4_PEDHC Malate dehydrogenase OS=Pediculus humanus subsp. corporis GN=Phum_PHUM154200 PE=3 SV=1

 k00025|J9JVX1|J9JVX1_ACYPI Malate dehydrogenase OS=Acyrthosiphon pisum GN=LOC100163731 PE=3 SV=2

 k00025|D2A083|D2A083_TRICA Malate dehydrogenase OS=Tribolium castaneum GN=GLEAN_08177 PE=3 SV=1

 k00025|B0W5T5|B0W5T5_CULQU Malate dehydrogenase OS=Culex quinquefasciatus GN=CpipJ_CPIJ002460 PE=3 SV=1

 k00025|Q171B2|Q171B2_AEDAE Malate dehydrogenase OS=Aedes aegypti GN=AAEL007707 PE=3 SV=1

 k00025|A0A087ZYQ1|A0A087ZYQ1_APIME Malate dehydrogenase OS=Apis mellifera GN=LOC411014 PE=3 SV=1

 k00025|K7J699|K7J699_NASVI Malate dehydrogenase OS=Nasonia vitripennis GN=LOC100119291 PE=3 SV=1

 k00025|Q2F5P8|Q2F5P8_BOMMO Malate dehydrogenase OS=Bombyx mori PE=2 SV=1

 k00025|A0C8S6|A0C8S6_PARTE Malate dehydrogenase OS=Paramecium tetraurelia GN=GSPATT00036328001 PE=3 SV=1

 k00025|A4I421|A4I421_LEIIN Malate dehydrogenase OS=Leishmania infantum GN=cMDH PE=3 SV=1

 k00025|E9BK25|E9BK25_LEIDB Malate dehydrogenase OS=Leishmania donovani (strain BPK282A1) GN=LDBPK_283090 PE=3 SV=1

 k00025|Q4Q7X6|Q4Q7X6_LEIMA Malate dehydrogenase OS=Leishmania major GN=cMDH PE=1 SV=1

 k00025|A4HGY9|A4HGY9_LEIBR Malate dehydrogenase OS=Leishmania braziliensis GN=cMDH PE=3 SV=1

 k00025|E9B0A8|E9B0A8_LEIMU Malate dehydrogenase OS=Leishmania mexicana (strain MHOM/GT/2001/U1103) GN=LMXM_28_2860 PE=3 SV=1

 k00025|Q383F3|Q383F3_TRYB2 Malate dehydrogenase OS=Trypanosoma brucei brucei (strain 927/4 GUTat10.1) GN=Tb11.01.3040 PE=3 SV=1

 k00025|Q4CTR7|Q4CTR7_TRYCC Malate dehydrogenase OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053506937.10 PE=3 SV=1

 k00025|Q4D123|Q4D123_TRYCC Malate dehydrogenase OS=Trypanosoma cruzi (strain CL Brener) GN=Tc00.1047053510437.40 PE=3 SV=1

 k00025|M1VIR0|M1VIR0_CYAME Malate dehydrogenase, cytoplasmic OS=Cyanidioschyzon merolae strain 10D GN=CYME_CMT611C PE=4 SV=1

 k00025|M1VFR4|M1VFR4_CYAME Malate dehydrogenase, mitochondrial OS=Cyanidioschyzon merolae strain 10D GN=CYME_CMP193C PE=3 SV=1

 k00025|M2W0T8|M2W0T8_GALSU Malate dehydrogenase OS=Galdieria sulphuraria GN=Gasu_34250 PE=4 SV=1

 k00025|M2Y9X4|M2Y9X4_GALSU Malate dehydrogenase OS=Galdieria sulphuraria GN=Gasu_00540 PE=3 SV=1

 k00026|A0D8T3|A0D8T3_PARTE Chromosome undetermined scaffold_41, whole genome shotgun sequence OS=Paramecium tetraurelia GN=GSPATT00014396001 PE=4 SV=1

 k00025|A0C0W6|A0C0W6_PARTE Malate dehydrogenase OS=Paramecium tetraurelia GN=GSPATT00033909001 PE=3 SV=1

 k00025|Q23CW4|Q23CW4_TETTS Malate dehydrogenase OS=Tetrahymena thermophila (strain SB210) GN=TTHERM_00052260 PE=3 SV=2

 k00025|B5YNR1|B5YNR1_THAPS Cytosolic malate dehydrogenase OS=Thalassiosira pseudonana GN=THAPS_41425 PE=4 SV=1

 k00025|L1JY01|L1JY01_GUITH Malate dehydrogenase OS=Guillardia theta CCMP2712 GN=GUITHDRAFT_64327 PE=3 SV=1

 k00025|L1J5R2|L1J5R2_GUITH Malate dehydrogenase OS=Guillardia theta CCMP2712 GN=GUITHDRAFT_163842 PE=3 SV=1

 k00025|A8XUF7|A8XUF7_CAEBR Malate dehydrogenase OS=Caenorhabditis briggsae GN=mdh-1 PE=3 SV=1

 k00025|E1GB19|E1GB19_LOALO Malate dehydrogenase OS=Loa loa GN=LOAG_10359 PE=3 SV=1

 k00025|E5SJF6|E5SJF6_TRISP Malate dehydrogenase OS=Trichinella spiralis GN=Tsp_08379 PE=3 SV=1

 k00025|B7PRH2|B7PRH2_IXOSC Malate dehydrogenase OS=Ixodes scapularis GN=IscW_ISCW007624 PE=3 SV=1

 k00025|H2P624|H2P624_PONAB Malate dehydrogenase OS=Pongo abelii GN=MDH1 PE=3 SV=1

 k00025|I7GHA1|I7GHA1_MACFA Malate dehydrogenase OS=Macaca fascicularis PE=2 SV=1

 k00025|P40925|MDHC_HUMAN Malate dehydrogenase, cytoplasmic OS=Homo sapiens GN=MDH1 PE=1 SV=4

 k00025|F7HSV9|F7HSV9_MACMU Malate dehydrogenase OS=Macaca mulatta GN=MDH1 PE=3 SV=1

 k00025|G3QVZ2|G3QVZ2_GORGO Malate dehydrogenase OS=Gorilla gorilla gorilla GN=MDH1 PE=3 SV=1

 k00025|G3HDQ2|G3HDQ2_CRIGR Malate dehydrogenase OS=Cricetulus griseus GN=I79_008638 PE=3 SV=1

 k00025|O88989|MDHC_RAT Malate dehydrogenase, cytoplasmic OS=Rattus norvegicus GN=Mdh1 PE=1 SV=3

 k00025|G1SQG5|G1SQG5_RABIT Malate dehydrogenase OS=Oryctolagus cuniculus GN=MDH1 PE=3 SV=1

 k00025|P14152|MDHC_MOUSE Malate dehydrogenase, cytoplasmic OS=Mus musculus GN=Mdh1 PE=1 SV=3

 k00025|F7CZS6|F7CZS6_HORSE Malate dehydrogenase OS=Equus caballus GN=MDH1 PE=3 SV=1

 k00025|P11708|MDHC_PIG Malate dehydrogenase, cytoplasmic OS=Sus scrofa GN=MDH1 PE=1 SV=4

 k00025|Q3T145|MDHC_BOVIN Malate dehydrogenase, cytoplasmic OS=Bos taurus GN=MDH1 PE=2 SV=3

 k00025|F7DK14|F7DK14_ORNAN Malate dehydrogenase OS=Ornithorhynchus anatinus GN=MDH1 PE=3 SV=1

 k00025|K7G8Q8|K7G8Q8_PELSI Malate dehydrogenase OS=Pelodiscus sinensis GN=MDH1 PE=3 SV=1

 k00025|G1KET7|G1KET7_ANOCA Malate dehydrogenase OS=Anolis carolinensis GN=MDH1 PE=3 SV=2

 k00025|B5G179|B5G179_TAEGU Malate dehydrogenase OS=Taeniopygia guttata PE=2 SV=1

 k00025|G3W2L0|G3W2L0_SARHA Malate dehydrogenase OS=Sarcophilus harrisii GN=MDH1 PE=3 SV=1

 k00025|H2TC16|H2TC16_TAKRU Malate dehydrogenase OS=Takifugu rubripes GN=LOC101073761 PE=3 SV=1

 k00025|H3BAH2|H3BAH2_LATCH Malate dehydrogenase OS=Latimeria chalumnae GN=MDH1 PE=3 SV=1

 k00025|A9UV42|A9UV42_MONBE Predicted protein (Fragment) OS=Monosiga brevicollis GN=15806 PE=4 SV=1

 k00025|K4GIR4|K4GIR4_CALMI Cytosolic malate dehydrogenase OS=Callorhynchus milii PE=2 SV=1

 k00025|B3S0L5|B3S0L5_TRIAD Malate dehydrogenase OS=Trichoplax adhaerens GN=TRIADDRAFT_63987 PE=3 SV=1

 k00025|B8R5H1|B8R5H1_LOTGI Malate dehydrogenase OS=Lottia gigantea GN=LOTGIDRAFT_188534 PE=2 SV=1

 k00025|A7S4V3|A7S4V3_NEMVE Predicted protein OS=Nematostella vectensis GN=v1g185681 PE=3 SV=1

 k00025|L8GQP0|L8GQP0_ACACA Malate dehydrogenase OS=Acanthamoeba castellanii str. Neff GN=ACA1_220710 PE=3 SV=1

 k00025|F4PQC5|F4PQC5_DICFS Malate dehydrogenase OS=Dictyostelium fasciculatum (strain SH3) GN=mdhC PE=3 SV=1

 k00025|F0ZEA3|F0ZEA3_DICPU Malate dehydrogenase OS=Dictyostelium purpureum GN=DICPUDRAFT_76668 PE=3 SV=1

 k00025|Q54VM2|MDHC_DICDI Probable malate dehydrogenase 3 OS=Dictyostelium discoideum GN=mdhC PE=3 SV=1

 k00025|B0ERL7|B0ERL7_ENTDS Malate dehydrogenase OS=Entamoeba dispar (strain ATCC PRA-260 / SAW760) GN=EDI_082420 PE=3 SV=1

 k00025|B0ED82|B0ED82_ENTDS Malate dehydrogenase OS=Entamoeba dispar (strain ATCC PRA-260 / SAW760) GN=EDI_092900 PE=3 SV=1

 k00025|C4LSV1|C4LSV1_ENTHI Malate dehydrogenase OS=Entamoeba histolytica GN=EHI_152670 PE=2 SV=1

 k00025|B7QAS6|B7QAS6_IXOSC Malate dehydrogenase, putative OS=Ixodes scapularis GN=IscW_ISCW021953 PE=4 SV=1

 k00025|I0Z4L5|I0Z4L5_9CHLO Malate dehydrogenase OS=Coccomyxa subellipsoidea C-169 GN=COCSUDRAFT_22780 PE=3 SV=1

 k00025|A0A096RL21|A0A096RL21_MAIZE Malate dehydrogenase OS=Zea mays GN=Zm.127826 PE=3 SV=1

 k00025|C5YDH6|C5YDH6_SORBI Malate dehydrogenase OS=Sorghum bicolor GN=Sb06g024610 PE=3 SV=1

 k00025|K3Y8A1|K3Y8A1_SETIT Malate dehydrogenase OS=Setaria italica GN=Si010442m.g PE=3 SV=1

 k00025|I1J0C8|I1J0C8_BRADI Malate dehydrogenase OS=Brachypodium distachyon GN=BRADI5G17700 PE=3 SV=1

 k00025|J3M069|J3M069_ORYBR Malate dehydrogenase OS=Oryza brachyantha GN=OB04G27940 PE=3 SV=1

 k00025|D7MM63|D7MM63_ARALL Malate dehydrogenase OS=Arabidopsis lyrata subsp. lyrata GN=ARALYDRAFT_331971 PE=3 SV=1

 k00025|B9GPA3|B9GPA3_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0002s14270g PE=3 SV=1

 k00025|B9RD45|B9RD45_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_1609380 PE=3 SV=1

 k00025|G7LBJ9|G7LBJ9_MEDTR Cytoplasmic-like malate dehydrogenase OS=Medicago truncatula GN=MTR_8g005980 PE=3 SV=1

 k00025|A0A059C3V4|A0A059C3V4_EUCGR Malate dehydrogenase OS=Eucalyptus grandis GN=EUGRSUZ_E01596 PE=3 SV=1

 k00025|B9GPA5|B9GPA5_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0002s14290g PE=3 SV=1

 k00025|A0A061DWB5|A0A061DWB5_THECC Lactate/malate dehydrogenase family protein isoform 1 OS=Theobroma cacao GN=TCM_005626 PE=3 SV=1

 k00025|I1LXZ7|I1LXZ7_SOYBN Malate dehydrogenase OS=Glycine max PE=3 SV=1

 k00025|A4RY91|A4RY91_OSTLU Malate dehydrogenase OS=Ostreococcus lucimarinus (strain CCE9901) GN=OSTLU_87414 PE=3 SV=1

 k00025|C1E0P8|C1E0P8_MICSR Malate dehydrogenase OS=Micromonas sp. (strain RCC299 / NOUM17) GN=MICPUN_99233 PE=3 SV=1

 k00025|A8J0W9|A8J0W9_CHLRE Malate dehydrogenase OS=Chlamydomonas reinhardtii GN=MDH3 PE=3 SV=1

 k00025|D8TVR1|D8TVR1_VOLCA Malate dehydrogenase OS=Volvox carteri GN=VOLCADRAFT_109769 PE=3 SV=1

 k00025|C1MTR3|C1MTR3_MICPC Malate dehydrogenase OS=Micromonas pusilla (strain CCMP1545) GN=MICPUCDRAFT_49609 PE=3 SV=1

 k00025|I0YTX9|I0YTX9_9CHLO Malate dehydrogenase OS=Coccomyxa subellipsoidea C-169 GN=COCSUDRAFT_29829 PE=3 SV=1

 k00025|E1ZN90|E1ZN90_CHLVA Malate dehydrogenase OS=Chlorella variabilis GN=CHLNCDRAFT_32420 PE=3 SV=1

 k00025|D8SY75|D8SY75_SELML Malate dehydrogenase OS=Selaginella moellendorffii GN=SELMODRAFT_271992 PE=3 SV=1

 k00025|D8T711|D8T711_SELML Malate dehydrogenase OS=Selaginella moellendorffii GN=SELMODRAFT_269798 PE=3 SV=1

 k00025|A9TI25|A9TI25_PHYPA Malate dehydrogenase OS=Physcomitrella patens subsp. patens GN=PHYPADRAFT_195276 PE=3 SV=1

 k00025|M5WHM0|M5WHM0_PRUPE Malate dehydrogenase OS=Prunus persica GN=PRUPE_ppa008423mg PE=3 SV=1

 k00025|M1CGF9|M1CGF9_SOLTU Malate dehydrogenase OS=Solanum tuberosum GN=PGSC0003DMG400026029 PE=3 SV=1

 k00025|D7SLT0|D7SLT0_VITVI Malate dehydrogenase OS=Vitis vinifera GN=VIT_15s0021g02410 PE=3 SV=1

 k00025|A0A061EMF9|A0A061EMF9_THECC Malate dehydrogenase OS=Theobroma cacao GN=TCM_020890 PE=3 SV=1

 k00025|A0A0A0LII5|A0A0A0LII5_CUCSA Malate dehydrogenase OS=Cucumis sativus GN=Csa_2G174150 PE=3 SV=1

 k00025|B7FJQ4|B7FJQ4_MEDTR Malate dehydrogenase OS=Medicago truncatula GN=MTR_1g043040 PE=2 SV=1

 k00025|A0A059B357|A0A059B357_EUCGR Malate dehydrogenase OS=Eucalyptus grandis GN=EUGRSUZ_H03047 PE=3 SV=1

 k00025|H2D5S3|H2D5S3_SOYBN Malate dehydrogenase OS=Glycine max PE=2 SV=1

 k00025|D7FBC0|D7FBC0_VITVI Malate dehydrogenase OS=Vitis vinifera GN=VIT_07s0005g03360 PE=3 SV=1

 k00025|D7KDE2|D7KDE2_ARALL Malate dehydrogenase OS=Arabidopsis lyrata subsp. lyrata GN=ARALYDRAFT_470418 PE=3 SV=1

 k00025|P93819|MDHC1_ARATH Malate dehydrogenase, cytoplasmic 1 OS=Arabidopsis thaliana GN=MDH1 PE=1 SV=2

 k00025|D7MP79|D7MP79_ARALL Malate dehydrogenase OS=Arabidopsis lyrata subsp. lyrata GN=ARALYDRAFT_494670 PE=3 SV=1

 k00025|P57106|MDHC2_ARATH Malate dehydrogenase, cytoplasmic 2 OS=Arabidopsis thaliana GN=MDH2 PE=1 SV=1

 k00025|K4CW40|K4CW40_SOLLC Malate dehydrogenase OS=Solanum lycopersicum GN=Solyc09g090140.2 PE=3 SV=1

 k00025|Q2PYY8|Q2PYY8_SOLTU Malate dehydrogenase OS=Solanum tuberosum PE=2 SV=1

 k00025|A9P8R3|A9P8R3_POPTR Malate dehydrogenase OS=Populus trichocarpa GN=POPTR_0008s16670g PE=2 SV=1

 k00025|B9T5E4|B9T5E4_RICCO Malate dehydrogenase OS=Ricinus communis GN=RCOM_0400340 PE=3 SV=1

 k00025|M5Y9C1|M5Y9C1_PRUPE Malate dehydrogenase OS=Prunus persica GN=PRUPE_ppa008435mg PE=3 SV=1

 k00025|M0SR05|M0SR05_MUSAM Malate dehydrogenase OS=Musa acuminata subsp. malaccensis PE=3 SV=1

 k00025|M0SVG9|M0SVG9_MUSAM Malate dehydrogenase OS=Musa acuminata subsp. malaccensis PE=3 SV=1

 k00025|A1YQK1|A1YQK1_ORYSJ Malate dehydrogenase OS=Oryza sativa subsp. japonica GN=OsJ_31897 PE=2 SV=1

 k00025|J3KU28|J3KU28_ORYBR Malate dehydrogenase OS=Oryza brachyantha GN=OB0039G10020 PE=3 SV=1

 k00025|I1I4Q0|I1I4Q0_BRADI Malate dehydrogenase OS=Brachypodium distachyon GN=BRADI3G28820 PE=3 SV=1

 k00025|C4IZW9|C4IZW9_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00025|Q08062|MDHC_MAIZE Malate dehydrogenase, cytoplasmic OS=Zea mays PE=2 SV=2

 k00025|C5WYF2|C5WYF2_SORBI Malate dehydrogenase OS=Sorghum bicolor GN=Sb01g019280 PE=3 SV=1

 k00025|K4ACE3|K4ACE3_SETIT Malate dehydrogenase OS=Setaria italica GN=Si036550m.g PE=3 SV=1

 k00025|B6SLL8|B6SLL8_MAIZE Malate dehydrogenase OS=Zea mays PE=2 SV=1

 k00026|A4HAC1|A4HAC1_LEIBR Malate dehydrogenase OS=Leishmania braziliensis GN=LBRM_20_0040 PE=4 SV=2

 k00026|A4I9I2|A4I9I2_LEIIN Malate dehydrogenase OS=Leishmania infantum GN=LINJ_34_0140 PE=4 SV=2

 k00025|B7QAS8|B7QAS8_IXOSC Malate dehydrogenase, putative OS=Ixodes scapularis GN=IscW_ISCW021955 PE=4 SV=1
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