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Microbial Type Cell Culture
3-(4,5-dimethylthiazol-2-yl)-2,5-diphenyltetrazolium bromide
Methionine-Valine-Aspartate

Molecular weight
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Nerve growth factor
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National Institutes of Health

Naja naja venom

Natriuretic peptide

Organisation for Economic Co-operation and
Development/Organisation de coopération et de dévelopment

¢conomiques
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Platelet-activating factor acetylhydrolase
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Polyvalent antivenom
p-Bromophenacyl bromide
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Phosphate buffered saline containing Tween-20
Phosphatidylcholine

Platelet crit

Protein Data Bank

Platelet distribution width
Phosphatidylethanolamine
Polyethylene glycol

Phenylalanine

Propidium iodide

Phospholipase A,

Phospholipase A, receptor
Phospholipase B

p-Nitroaniline

Platelet poor plasma

Platelet rich plasma

Phosphatidylserine

Premium Serum and Vaccines Pvt. Ltd.
Prothrombin time

Prothrombin

Post translational modification
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Abbreviation

Full form

PVDF
RA
RBC
RCSB
RDW
Req
RGD
RJ
RP-HPLC
rpm

RU

SD
SDS-PAGE
SEC
Ser
SGOT
SGPT
SPI
sPLA,
SPPS
SPR
SVMP
SVSP
SVTLE
TBS
TBS-T
TEMED
TF

TFA
THR
TMB
TMB/H,0,
TN
t-PA
Trp

TT
TXA2
Tyr
UFH
UHPLC
UP

uv

Ve

Polyvinylidene difluoride
Relative abundance
Red blood corpuscles

Research Collaboratory for Structural Bioinformatics

Red blood cell distribution width
Response at equilibrium
Arginine-Glycine-Aspartate
Rajasthan

Reversed-phase high-performance liquid chromatography

Revolutions per minute
Response Unit
Standard deviation

Sodium dodecyl sulfate-polyacrylamide gel electrophoresis

Size-exclusion chromatography

Serine protease inhibitor

Serum glutamic oxaloacetic transaminase
Serum glutamic pyruvic transaminase
Serine protease inhibitor

Secretory phospholipase A,

Solid phase peptide synthesis

Surface plasmon resonance

Snake venom metalloprotease

Snake venom serine protease

Snake venom thrombin-like enzymes
Tris buffered saline

Tris buffered saline containing Tween-20
Tetramethylethylenediamine

Tissue factor

Trifluoroacetic acid

Thrombin

3,3,5,5 -tetramethylbenzidine

3,3,5,5 -tetramethylbenzidine/hydrogen peroxide
Tamil Nadu

Tissue plasminogen activator
Tryptophan

Thrombin time

Thromboxane A2

Tyrosine

Unfractionated heparin

Ultra high-performance liquid chromatography
Uttar Pradesh

Ultra violet

Elution volume
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Abbreviation Full form

VEGF Vascular endothelial growth factor
VGD Valine-Glycine-Aspartate
VINS Vins Bioproducts Limited
Vo Void volume

WB West Bengal

WBC White blood corpuscles
WBCT Whole blood clotting time
WHO World Health Organization
WP Washed platelets

z Charge
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