In the study of bone assemblages, there are lots of things that we would like to find out, for instance the identification of taxa, the abundancy of different animals, whether the abundance pattern persists in a deeply stratified or an extensive site or even questions like which and how many skeletal elements are present in an assemblage of the ontogenically young individuals. It is obvious that quantification is essential for carrying out taphonomic analysis as researchers have to rely on the data in order to understand, unravel and record taphonomic history of the assemblages of vertebrate remains. Besides, it is the work of the taphonomist to figure out and make documentation of why and how the specimens collected is different from that model of the living organism.

There are several quantification methods that can be applied to bone assemblages nowadays. Referring to Gibbon (1984), quantification measurement result from comparing the observations with reference to a specific set of rules and assigning one or more values or symbols to every observation per phenomenon. Regarding the quantification methods, the most direct and simplest way is to count the number of specimens attributed to each of the taxon, where the taxon can be a family, genus, subspecies, species or a higher taxonomic category. This method is commonly used and is known as the Number of Identified Species (NISP). A similar method is called the Total Number of Fragments (TNF) method. However, according to Grayson (1979), there are issues concerning the NISP method such as the interdependence problem in NISP calculation, where an individual animal that contributes more than one identifiable bone to the assemblage will be counted several times, therefore overrepresenting the taxon and makes the result invalid. Another quantification method is by weighting the identified fragments while those taxa with large bodies will definitely be overrepresented using this method.

Apart from raw counting and weighting identified specimens, quantification can also based on the estimation of the minimum number of individuals in the identified assemblages. The definition of MNI is the minimum number of individual animals necessary to account for some analytically specified set of identified faunal specimens. Individual would not be counted twice using the MNI method as the MNI counts are relied on the non-reproducible elements. Other methods like the MNE method puts emphasis on the minimum number of a particular skeletal portion or element of a taxon. Some will also try to estimate the killed population that has contributed to the assemblage. In order to estimate precise numbers in the original death assemblage, not only those present in the recovered sample will be counted, but also those have been lost altogether.

It is important to specify how the quantitative units that we choose to use is related to the quantitative properties of the target population we wish to deduce. Quantitative units can be either observational or analytical. Analytical units can be further divided into two forms, which is derived and interpretive respectively. Common quantitative and continuous measurements include interval, ordinal and ratio-level measures while nominal-level measures is usually qualitative, discontinuous and discrete.
