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SNnRNA Ul, U2, U4, U5, U6. Hanno una lunghezza di
100 - 300 nucleotidi.

Gli snRNA si associano a diverse proteine e formano le
SNRNP (es: snRNP-U1, snRNP-U4)

Spliceosoma (150 proteine + 5 RNA)
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Splicing alternativo

Si stima che circa il 60% dei geni umani mostra il fenomeno
dello splicing alternativo.

Regolato Diversi messaggeri maturi vengono prodotti da
tipi cellulari diversi, oppure in diversi stadi dello
sviluppo
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RNA Polimerasi eucariotiche

*RNA Pol | 28S, 18S, 5.8S rRNA

*RNA Pol Il MRNA: alcuni shRNA

*RNA Pol Il tRNA; 5S rRNA; altri SnRNA



FIGURE 12-22 Pol il core promoter.
Shown here is the promoter for a yeast tRNA
gene. The order of events leading to transcription
Box A Box B initiation is described in the text.

Box A Box B
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FIGURE 12-21 Pol | promoter region.
(a) Structure of the Pol | promoter. (b) Pol | txn
factors. The case shown here is the vertebrate
system. The set of proteins involved in helping
Pol | transcription in yeast is rather different.
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Figure 12.3
Mechanism for peptide bond formation between the carboxyl group of one amino
acid and the amino group of another amino acid.
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FIGURE 15-4 Polynucleotide phosphorylase reaction. The figure shows the reversible reactions
of synthesis or degradation of polyadenylic acid catalyzed by the enzyme polynucleotide phosphorylase.

[XMP],, + XDP = [XMP].,, + P
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Observed
Amino Acid

Tentative
Codon

Calculated Triplet Frequency

Sum of Calculated

Amino Acid Incorporation Assignments 3A 2A1C 1A1C 3C Triplet Frequencies
Poly-AC (5:1)
Asparagine 24 2A1C 20 20
Glutamine 24 2A1C 20 20
Histidine 6 1A2C 4.0 4
Lysine 100 3A 100 100
Proline 7 1A2C, 3C 4.0 0.8 4.8
Threonine 26 2A1C, 1A2C 20 4.0 24



Observed Tentative Calculated Triplet Frequency

Amino Acid Codon Sum of Calculated

Amino Acid Incorporation Assignments 3A 2A1C 1A1C 3C Triplet Frequencies
Poly-AC (5:1)

Asparagine 24 2A1C 20 20

Glutamine 24 2A1C 20 20

Histidine 6 1A2C 4.0 4

Lysine 100 3A 100 100

Proline £ 1A2C, 3C 4.0 0.8 4.8

Threonine 26 2A1C, 1A2C 20 4.0 24
Poly-AC (1.5)

Asparagine 5 2A1C 3.3 3.3

Glutamine 5 2A1C 3.3 B3

Histidine 23 1A2C 18.7 16.7

Lysine 1 3A Q.7 0.7

Proline 100 1A2C, 3C 16.7 83.3 100

Threonine 21 2A1C, 1A2C 3.3 16.7 20
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Copolymer Recognized Polypeptide Made  Assignment
(CU), CUC|uCU|CuUC . . . Leucine 5-ClUC-3"
Serine UCuU
(UG), UGU|GUG|UGU . . . Cysteine UGU
Valine GUG
(AC), ACA|CACIACA . .. Threonine ACA
Histidine CAC
(AG), AGA|GAGIAGA . . . Arginine AGA

Glutamine GAG



Ribosomi attivati con
un mini-mRNA trinucleotidico

in presenza di

Stimola il legame
dell'aminoacitRNA
14¢.Phe 4 Phe
FenilalaniltRNAP" marcato con !1C Complessa trinucleotide/fenilalani-RNAP" /ribosoma

B FIGURA 12.22 Induzione del legame dell'aminoacil-tRNA ai ribosomi da parte di mini-RNA
sintetici trinucleotidici. | risultati di questi saggi di legame indotto da trinuclectidi hanno aiutato
gli scienziati a decifrare il codice.
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TABLE 15-4 Binding of Aminoacyl tRNA Molecules to Trinucleotide-Ribosome
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