Version 	 2.5.2024
A: Download the sequence of the accession number for your version NM_...
1. What does this sequence encode?
2. Download the third exon of this sequence in FASTA format.
3. Is there a restriction enzyme that would cut the sequence of the third exon exactly once?
4. Does respective protein contain any transmembrane helices?
5. How many threonins (T) does respective protein contain?

B: Work with following peptide sequence:
      421 sieafanarg aayeifkiid nkpsidsysk sghkpdnikg nlefrnvhfs ypsrkevkil
      481 kglnlkvqsg qtvalvgnsg cgksttvqlm qrlydptegm vsvdgqdirt invrflreii
      541 gvvsqepvlf attiaeniry grenvtmdei ekavkeanay dfimklphkf dtlvgergaq
      601 lsggqkqria iaralvrnpk illldeatsa ldteseavvq valdkarkgr ttiviahrls
      661 tvrnadviag fddgvivekg nhdelmkekg iyfklvtmqt agnevelena adeskseida

1) Rewrite this sequence in FASTA format.
[image: ]
>filtered protein sequence consisting of 300 residues.
sieafanargaayeifkiidnkpsidsysksghkpdnikgnlefrnvhfsypsrkevkil
kglnlkvqsgqtvalvgnsgcgksttvqlmqrlydptegmvsvdgqdirtinvrflreii
gvvsqepvlfattiaenirygrenvtmdeiekavkeanaydfimklphkfdtlvgergaq
lsggqkqriaiaralvrnpkillldeatsaldteseavvqvaldkarkgrttiviahrls
tvrnadviagfddgvivekgnhdelmkekgiyfklvtmqtagnevelenaadeskseida
2) To which human protein this peptide probably belongs (find reference sequence NP_..)?
[image: ]
3) What is the molecular weigth of this peptide?
33.04kDa
[image: ]
4) How long is the CDS encoding this protein?
[image: ]
4053nt
(1350*3+3)
[image: ]
5) Manually design primers for PCR amplification of the CDS, so the Tm is not higher than 65°C.
[image: ]
….
[image: ]
F: ATG AGT GTC AAC TTG CAA GGG
[image: ]
R: TCA CTG GCG CTT TGT TCC AG
[image: ]
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Homo sapiens ATP binding cassette subfamily B member 1 (ABCB1), transcript
variant 1, mRNA

NCBI Reference Sequence: NM_001348945.2

GenBank  Graphics

>NH_801348945.2:308-4360 Homo sapiens ATP binding cassette subfemily B member 1 (ABCB1),
transcript variant 1, mRNA

ATGAGTGTCAACTTGCAAGGGGACCAGAGAGGTGCAACGGAAGCCAGAACAT TCCTCCTGGARATTCAAC
CTGTTTCGCAGTTTCTCGAGGAATCAGCATTCAGTCAATCCGGRCCGEGAGCAGTCATCTGTGETCTTTC
CACTAAAGTCGGAGTATCTTCTTCCAARATTTCACGTCTTGGTGGCCGTTCCAAGGAGCGCGAGGTCGGA
ATGGATCTTGAAGGGGACCGCAATGGAGGAGCAAAGAAGAAGAACTTTTTTAAACTGAACAATAAAAGTG
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GTTAGACAGCCTCATATTTTGCTTTTGGATGAAGCCACGTCAGCTCTGGATACAGAAAGTGAAAAGGTTG
TCCAAGAAGCCCTGGACAAAGCCAGAGAAGGCCGCACCTGCATTGTGATTGCTCACCGCCTETCCACCAT
CCAGAATGCAGACT TAATAGTGGTGTTTCAGAATGGCAGAGTCAAGGAGCATGECACGCATCAGCAGCTG
CTGGCACAGAAAGGCATCTATTTTTCAATGGTCAGTGTCCAGECTGGAACAAAGCGCCAGTGA
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Oligo Calc: Oligonucleotide Properties Calculator
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Oligo Calc: Oligonucleotide Properties Calculator
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[Thermodynamic Constants Conditions: 1 M NaCl at 25°C at pH 7.
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dettaG| Kealimol deta 435.5] cal(CKk*mol)

[Deprecated Hai I dimerization cal

(Minimum base pairs required for single primer self-dimerization) @
(Minimum base pairs required for a hairpin)
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CDS: NP_001335874.1
Name: ATP-dependent translocase ABCB1
isoform 1
Comment: isoform 1 is encoded by transcript variant
1
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[Positional Info]
NM_001348945.2 position: 645

Protein position: 113
Protein sequence: KEKKPTVSVFSMFRY[SINWLDKLYMVVGTLA
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Download FASTA: Np_001335674.1

Links & Tools
BLAST Protein: NP 001335874.1
BLAST nr: NM_001348945.2 (30
BLAST to Genome: NM_001348945.2 (30¢
NP 00133587
FASTA record: NM_001348945.2 (308..4,360)
NP 00133587
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