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GenBank: MZ888499.1
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LOCUS MZ888499 1422 bp mRNA linear PLN 29-JAN-2022
DEFINITION Eleusine indica glutamine synthetase 1-1 (GS1) mRNA, complete cds.
ACCESSION  MZB888499

N C B | VERSION MZB888499. 1

KEYWORDS
SOURCE Eleusine indica (goosegrass)
‘ ORGANISM Eleusine indica

% m I';"".\ Eleusine indica glutamine synthetase 1-1 (GS1) mRNA, complete cds
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Eukaryota; Viridiplantae; Streptophvta; Embrvophvta; Tracheophvta;
Spermatophyta; Magnoliopsida; Liliopsida; Poales; Poaceae; PACMAD
clade; Chloridoideae; Cynodonteae; Eleusininae; Eleusine.

GS:I. REFERENCE 1 (bases 1 to 1422)
AUTHORS  Zhang,C., Yu,Q., Han,H., Yu,C., Nyporko,A., Tian,X., Beckie,H. and
Powles, S
TITLE A naturally evolved mutation (Ser—39-Gly) in glutamine synthetase
confers glufosinate resistance in plants
JOURNAL  J Exp Bot (2022) In press

PUBMED 35029685
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Descriotion Scientific Common Taxid Max Total Query E Per.  Acc. _
'p Name  Name « Score Score Cover wvalue Ident Len Accession
v v v v v v b 4 v
(] glutamine synthetase 1-1 [Eleusine indica] Eleusin... goosegr... 29674 692 692 75% 0.0 100.00% 356 UJO02307.1
blaStX D hypothetical protein Q0Z80 2BG0200290 [Eleusine coracana subsp. coracanal Eleusin... NA 191504 686 686 75% 0.0 98.88% 356 KAK3155209.1
D glutamine synthetase cytosolic isozyme 1-1 [Setaria italica] Setaria i...foxtail m... 4555 679 679 75% 0.0 97.19% 356 XP_004953842.1
‘ (] glutamine synthetase cytosolic isozyme 1-1 [Panicum hallii] Panicu... NA 206008 677 677 75% 00 9663% 356 XP_025810936.1
(] glutamine synthetase cytosolic isozyme 1-1 [Panicum miliaceum] Panicu... NA 4540 676 676 75% 00 96.63% 356 RLN07659.1
glutamine synthetase cytosalic isozyme 1-1 [Phragmites australis] Phragmi...commo... 29695 674 674 75% 0.0 96.35% 356 XP_062220215.1
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(] olutamine synthetase cytosolic isozyme 1-1-like [Panicum virgatum] Panicu... switchgr... 38727 674 674 75% 00 96.35% 356 XP_039791355.1
(] unnamed protein product [Urochloa decumbens] Urachlo... NA 240449 674 674 T75% 00  96.35% 356 CAL5019443.1
D glutamine synthetase cytosolic isozyme 1-1 [Panicum virgatum] Panicu... switchgr... 38727 673 673 75% 0.0 96.07% 356 XP_039772883.1
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Adaptation of bird hemoglobins to high altitudes: Demonstration of

:l molecular mechanism by protein engineering
) % % (physiology /a;8; subunit contact/xX-ray structure)
~N

Timm-H. Jessen*tt, Roy E. WeBerS, Giurio FErMit, JEREMY TAME!Y, AND GERHARD BRAUNITZER* |l

*Max-Planck-Institut fiir Biochemie, Abteilung Proteinchemie, W-8033 Martinsried, Federal Republic of Germany; ¥Zoophysiology Laboratory, Aarhus
University, DK-8000 Aarhus C. Denmark; and *Medical Research Council, Laboratory of Molecular Biology, Hills Road, Cambridge CB2 2QH, England

Communicated by M. F. Perutz, April 19, 199] (received for review February 4, 1991)
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