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Activity 3.2.2 the genetic code answer key

Learnang Target: | can use o codon chart and codon wheel 1o determine the correct aming acid for an
MANA codan

Use th codon chart to fird the correct amino acid for the following codors:

u u
c
c u
A
A u
A
b=
G u
IA.
1 CAG= 2 AUG= 1. Cou =
4 GGA= 5 UGA= 6. AGC=
7. UGG _ B CUA= 9 GUAw

10. ALG =
Use the codon wheel to find the correct aming a<id for the following codons:

L AAL =
2.0GA=
1.GGA=
4.0y =
5. UGA =

6. GAC=

TAU=
8 AGC=_
9,CCA »

10. CGA =
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testimony pmid:19369493 35. Custom databases, including SAAP [27], PolyDoms [28], topoSNP [29], SNPeffect [30], SNPs3D [31], MutDB [32], FATHMM [33] and LS-SNP [34], provide links between SNVs and protein structure/sequence data and/or cellular processes such as localization, phosphorylation and glycosylation. This gap raised the
question of where one could find the “absent hereditability” of complex diseases [12]. Proteins. Examples of special cases.A) PDB: 10PH.2008: 881°8. Of these 2596 structures, we selected only those structures for which the dbSNP mutation information corresponded to the information coming from UniProt and the 3D structure. A comprehensive
understanding of the three-dimensional, dynamic and biophysical structure of mutant and wild proteins will be necessary to develop better tools that can make accurate predictions about the consequences of genetic changes manifested at the atomic level in products of protein genes. 6. Rutherford K, Parson WW, Daggett V. Heredity and strategies to
find the underlying causes of complex diseases are lacking. pmid:17708757 22. 52 of 374 SNV-related changes in our dataset (~14 %) increase or decrease prgtein activity. we present a systematic and qualitative analysis of such cases. B. But it should be noted that our work provides a qualitative description of possible changes, not a quantitative
assessment. First, we investigate whether it is possible to identify patterns relative to the sites where mutations occur. pmid:20442332 7. 1997;231 (2):50945Y Identifying a SNV giving rise to a phenotype is a challenging problem, due to the complexity of human biology. and the Buried categories were further subcategorized into Loop, Alpha_helix
and Beta strand according to the secondary structural context of each change. to SNV within the corresponding structure of the PDB. Despite being Away from active site residues 199 and 252 (21.7 and 24.0..., respectively) this variant changes the preferred protein assembly from octamer to hexamer. Prediction of the stability of protein mutants
based on the substitution of amino acids and propensives dependent on structural environments. Rare and common variants: twenty arguments. 2003; 31 (13): 3812 - 4. Mitochondrial Mitochondrial superoxide of manganese dismutase polymorphic variant ile58 reduces activity by destabilizing the tetrameric interface. 2011; 88 (4): 440is 9. 1. A
single-waste mutation can have several effects on protein structure and function. However, genome-wide association studies (GWASs) require screening of a large number of markers [9,10,11], and the correlation of a particular SNV with a particular phenotype does not pervade causality. 694 is 8. 2010 Jun; 11 (6): 415 is 25. 16. Human Genomic
Position Mapping Tool for Protein Sequence and 3D Structure - This tool allows you to map coordinates of human reference sets Versions 37, or 38 (as provided by the Genome Reference Consortium) to the correct uniprot isoforms and 3D structures. Thomas PD, Kejariwal A. Denayer E, Parret A, Chmara M, Schubbert S, VogA®©is A, Deviiendt K, et
al. 2016. If there is no information in the literature about the functional impact (for example, affecting the activity or binding), we group the SNVs under Unknown Functional Consequence. B) the F12L mutant form of delta-aminolevulonic acid dehydratase assembles as a hexomer (instead of the normal octamer), which displaces the optical pH of the
enzyme from pH 7 - pH 9. Arguably the most informative source of data that can explain what is causing a specific phenotype is the availability of an experimentally determined 3D structure that contains atomic-level insight into the consequences of a particular genomic variant. 1991; 88 (23): 10900 “4. (Fig. 6) snumoc snumoc sVNS m2At euq
sa§Aneod sa ,0ssid m©AIA .36" -4 ¢A 757 :)9( 01 ;PES 3002 .6 .giF They are much softer and improbable 4 € 4 € ceWe are threatening life before the procreation (such as asthma or diabetes). Also we performed searches on several databases (see below). Structural base for the sexual-dependent sexual reversal of the Sry-dependent: modulation of
DNA flexure by a natural point mutation. Capriotti e, Fariselli P, Calabrese R, Casadio R. Pmid: 15492219 24. PMID: 11125122 37. In the superoxid of manganés dysmutase, an SNV can affect the protein assembly. Wild type assembly status is tetramA © rico left, but due to mutation mapping to the dimer-romer interface (in red), the tetramary
structure is not observed in solution (right). Some of the most striking examples described In this manuscript are rare variations that have large effects on proteins. To mount this data set, we have identified 2596 structures in the PDB for which nao-syntho SNV could be mapped via LS-SNP / PDB [34]. PIN PW, PRLIC 'A, BI C, BLUHM WF, BOURNE
PE, BURLEY SK et al. PDB structures provide detail of styling with which to analyze the structural effects of SNVs do not Coding. Knowledge of the 3D structure of a genetic product is BenA © I am to predict and understand the function paper in disease. CL Finally, the changing K117R in HRAS takes the constant and caused of the cell division
unchecked NG Costello Syndrome [55], which is a rare genetic distance that affects many parts of the body. ~ 27% in Loop regions (Fig 1B). PMID: 16381842 42. In contrast, the DBSNP database entry for SNV RS128620185 reports R-a € ceH, but in the PDB (1BTK) file the difference of experimentally observed sequence is r - c. Therefore, there is an
urgent need for more accurate software forecasting tools. Download: Fig 9. Although M26 was close to the interface, it does not directly participate in intermolecular protein protein interaction across the interface 2012 18 January; 13 (2): 135 “45. Discovering the roles of rare variants in a common disease through the whole genome ,sovitagen sotiefe
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erehW .la te ,JK sdrawdE ,a LG rekraB ,DP nosnetS ,ND repooC ,] hguoG ,.a H bahihS (WildType PDB: 1E51) (Fig 3B). Lous M]J, DANPURE C]J. Alpha 1-Antitrypsin Pittsburgh (358 Knows leads to ARG), a fatal bleeding distance. Bioinformatic. PMID: 12202775 10. Many variants of unique amino acids, however, have effects in the structure of
macromolymers and function that are not associated with disease. It can make protein susceptible to proteolytic cleavage, or cause a change in temperature temperature, or cause a change in the energy of the protein stabilization. Lakshinarasimhan M, Maldonado Mt, Zhou W, Fink Al, Wilson Ma. 2003; 33 Extraction: 228 a € All of existing software
forecasting, and that the correct prediction of the consequences remains a significant challenge. Berman HM, Westbrook J, Feng Z, Gilliland G, Bhat TN, Weissig H, et al. PMID: 10592235 36. PMID: 12121649 58. Collins FS, Brooks LD, Chakravardi A. In this case, the Ile 105 variant only has significant effects on the catalysis at supra-physiological
temperatures (ie, producing technical instability at 50 ° C) which are incompatible with human life [58]. The surfaces of the active site of elastase and thrombin are sufficiently similar for the wild type alphal-antitrypsin binds to the active elastase (which is Methionine at the cleavage site) and the Alphal-Antitrypsin mutant arg 358 binds to the active
thrombin (which is specific to arginine or lysine at the cleavage site) [60] (Fig 9a). C) PDB: 1J47. Predicting the functional effect of human mission mutations using polyphet-2. Jegga AG, Gwrisankar s, Chen ], Aronow bj. A. Topotosnp: A topographic database of unique nucleotide polymorphisms do not syncine with and without association of diseases
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Supra 3: S4. 2000; 405 (6788). The genetic contributions for disease were assigned to) to a large number of common minimum effect variants throughout the allele frequency spectrum, b) a large number of rare variants of great effect, or c) combination of genotypic, environmental and epigenic interactions [65,66,67]. When viewed in 3D, ILE 105 is
seen to do more contacts with other residues in the hydrophobic number than THR 105 (WildType PDB: 2A0T). 2. The database contains information on SNPS, short exclusion and polymorphisms insertions (indels / dives), microsatém markers and short tandem repetitions (STRS), multi nucleotide polymorphisms ( MNPs), heterozygous sequences and
named variants [36]. Inactivity of ILE5S8 MnSod at high temperatures (such as during fever and inflammation) would increase superoxide mediated oxidative damage and may contribute to the beginning of diseases. PMID: 18154359 60. In contrast, for the buried category, ~ 42% of the SNVS map for ALPHA HELIX VS. Journal of Molecular Biology.
To categorize these discoveries, we classify responses or consequences due to SNVS as follows: activity, aggregation, stability, connection, assembly and rearrangement (Section 3.3, Table 2). Native ile 58 Sidechain resides in the dimer-ridge interface, where it helps to stabilize the normal enzyme tetriological state (WildType PDB: 1mSD). PMID:
19910364 48. ILE546 Buried in the hydrophobic nucleus of the protein, near the A1 domain. The supplemental CSV file (S4 file) described in the data availability section contains a Mapping PDB IDs for wild and mutant type entries where available. Your stability vs. If the amino acid substitution falls within :)sodad :)sodad ed ocnab od amelborp( 34
;82 naj 5102 .sv pool PMID: 10866211 11. 33. Science. Li B, Krishnan VG, Mort Me, Xin F, Kamati KK, Cooper DN, et al. Database resources of the National Center for Biotechnology Information. Download: Fig. 7. Research of nucleic acids. For reference, 9 of the 374 SNVs well characterized in the protein level have experimental evidence confirming
a neutral SNV. By filtering by the identity of protein sequence, the data set contains 334 unique structures of the PDB, documenting that we accept some limited redundance when constructing the data set. American human newspaper of human. SNVS that associated with the risk of developing a disease are grouped at risk. Plos one. Processes of the
National Academy of Cinences of the US. GONZ'LEZ-PAfA A © Rez A, Labor-Bigas N. An SNV can affect the stability of the protein, making it susceptible to the protein or altering the temperature of the temporal inactivation. 2009; 30 (8): 1237 A ¢ & € "44. The two general categories, surface (residues) or buried (residues) are categorized in loop,
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