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I'm not so sure about this statement; I think it relates to the relative amount of DNA of the individual contributor and the number of low level contributors, not necessarily the overall number of contributors i.e. the stochastic effects observed in a low level 2P minor are going to be the same regardless of whether the 2P minor is paired with a 1P or 2P major.
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Agree with the first statement
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I don't agree that this second conclusion can be reached from the first one
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Risk of what? It's not clear - risk of false inclusion? risk of false exclusion?
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where does this value come from?
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Sticky Note
Does this not depend on how it is considered in the deconvolution? If it is considered to be paired with a Q allele with a reasonable weighting, would that mean that it can't have a dropped pair? What if it is >200RFU in one amp and very low (e.g. 55RFU) on another amp? Or does this statement refer to the allele being above 200RFU in all amps?
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What if you have two or three amps where the peak heights and ratios between peaks are well preserved - not a common instance, but has been observed. This would seem a fairly restrictive criteria in some instances
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I think this is also somewhat restrictive - STRmix can often model the degradation well, and separate out the "major" contributor in the larger MW loci, and allow for reasonable contributions where the "major" has degraded to the level of the "minor(s)"
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I think this needs some sort of experimental data or some collection of observations to back this up. To state that because certain loci don't indicate 4P; therefore it is likely to be greater than 4P doesn't sit right with me
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Is this a typo? Is it meant to say 7 alleles?
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Yet some of the dot points above are clearly contradictory to this statement (for example the last point)
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Additionally, this point seems contradictory to the statement about if there is no evidence of a 5th contributor, it shouldn't be interpreted as complex because a 5th contributor may be masked
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Which means it adds confusion to the document and in my opinion it is better to leave it out completely, or make a short reference to the statements below (why it is essentially irrelevant)
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see comment above - therefore, best left out so as to not add confusion
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Totally agree with those statements, but to then extrapolate that to "if these loci don't show 4P, and you see 4P at other loci, there must be >4P" I believe is incorrect. I would argue that the opposite holds true, if these discriminatory loci do not show more than 4P, then it is even less likely there is >4P in the mixture.
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