Version 05042022

1) Download an unknown sequence for this version:

CTCTAAACCTTATGACAGAGCAATTGCAAGATTCTGGGCAGACTTTCTGGACAAGAAGTTTTATGAGGCGGGGGCACGCTTATTAATGAGCAAAGGGGAAGCACAGGAGGAAGCGAAGAGAGATGTAATCGAAAACCTGGGAATAATGGAAGGAGCTCTGAAAGAGGTTTCTGGCGGGAAGCCGTATTTCGGGGGAGAAACGTTTGGATTGATAGATATTGCGTTCATACCGTTTACTGCTTGGTTTCTTACCTACGAAACCCTTGGAAACTTCAAGATATCGTTGGATGAGAAGTTTCCAAGGTTGGGGGCGTGGGCTAAGAAATGTATGGAGAGGAAGAGCGTTAGCACCCGACTGGAAAGCGGGCAGTGAGCGCAACGCAATTAATGTGAGTTAGCTCACTCATTAGGCACCCCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTGTGGAATTGTGAGCGGATAACAATTTCACACAGGAAA

• Determine if the sequence is „contaminated“ with any plasmid.
[image: ]
• If this sequence is contaminated, "clean up" and write the clean sequence in FASTA format.
[image: ]
>clean protein
CTCTAAACCTTATGACAGAGCAATTGCAAGATTCTGGGCAGACTTTCTGGACAAGAAGTT
TTATGAGGCGGGGGCACGCTTATTAATGAGCAAAGGGGAAGCACAGGAGGAAGCGAAGAG
AGATGTAATCGAAAACCTGGGAATAATGGAAGGAGCTCTGAAAGAGGTTTCTGGCGGGAA
GCCGTATTTCGGGGGAGAAACGTTTGGATTGATAGATATTGCGTTCATACCGTTTACTGC
TTGGTTTCTTACCTACGAAACCCTTGGAAACTTCAAGATATCGTTGGATGAGAAGTTTCC
AAGGTTGGGGGCGTGGGCTAAGAAATGTATGGAGAGGAAGAGCGTTAGCA

• Translate the „cleaned“ sequence and find out how long the longest identified peptide is and in which reading frame (ORF) is located? Frame +2, 87aa
[image: ]
• Does this peptide encode a meaningful protein? What? Glutathione S-transferase (GSTp)
[image: ]
• What organism is the sequence likely to come from?
Ginkgo biloba

B) Find a protein sequence called “SUPERMAN” from Arabidopsis thaliana
• What is the accession number and function of this protein? NP_188954  /  Q38895 
[image: ]
[image: ]
Probable transcriptional regulator considered as cadastral protein that acts indirectly to prevent the B class homeotic proteins APETALA3 and perhaps PISTILLATA from acting in the gynoecial whorl. Principal function is to balance cell proliferation in the third and fourth whorls of developing flowers thereby maintaining the boundary between stamens and carpels. May fulfill this role by repressing genes implicated in cell division. Plays equally a role in the determinacy of the floral meristem. Is also required for normal ovule development.
• How many times would this sequence be digested with pepsin (pH1.3)?  35 times
[image: ]
• Does the sequence have any probable transmembrane helices? None
[image: ]
• Design primers to detect this gene (so that the amplification product is no longer than 500 bp).
e.g.: [image: ]
• Is there a human homologue of SUPERMAN? None

[image: ]
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The sequence is 204 amino acids long

Ausible anzymes
The enzyme(s) that you have chosen:

- Pepsin (pH1.3)

You have chosen to display all possible cleaving enzymes

These enzymes clave th sequence:

Name of enzyme No. of cleavages Positions of cleavage sites.
Pepsin (pH1.3) ' 891337 38 39 40 50 516162 76 78 114 116 131 134 154 155 164 172 180 181 182 183 186 167 194 195 196 197 198 199 201 203
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Template masking not selected
No mispriming library specified
Using 1-based sequence positions

oLT60 start _len tm __gck _any_th _3'_th hairpin seq
LEFT PRINER 278 20 56.99 55.00  5.05 .00  0.00 GAACAGCTTCTATGGCCGTS
RIGHT PRINER 645 20 59.01 50.00 ©.00 0.0  ©.00 AACGGATCAAACCTGCCCTA

SEQUENCE SIZE: 1117
INCLUDED REGION SIZE: 1117

PRODUCT 12

: 1370, PAIR ANY_TH COMPL: .00, PAIR 3'_TH COMPL: 5.80

1 AAGAGCCCCARCCCTATCATCACACACACCTCTCTCTCATCTCTATATCTETETCTCTET
61 CTCTAAGAGACAGACAGACATAGATATATCTTAGAT TTTTCCCAGGGEAAARAAGTGAGT
121 TCATCTTTTCAGATCTTACAMACACTTTGCTTTTATARACTGATGTACCACARATCATTA
181 CTAGTACTATCTTAATTATCTTTACAATTTTTTTATCTAGEATAGCCAMARGAAAGAGE
241 TTGCACATATGGAGAGATCAMACAGEATAGAGTTGAGGAACAGCTTCTATGGCCTGCA

3333333353555535555>

301 GAACTTCACCATGGAGCTATGGAGATTATGATAATTGCCAACAGGATCATGATTATCTTC
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Sequence Manipulation Suite:

Range Extractor DNA

Range Extractor DNA accepts a DNA sequence along with a set of positions o ranges. The bases corresponding to the positior
Extractor DNA to obtain subsequences using position information.

Paste a raw sequence or one or more FASTA sequences into the text area below. Input limit is 500,000,000 characters.

T ATTTCGGGGGAGAACGTTTGGATTGATAGATATTGCGTTCATACCGTTTACTGCTTGS ~
T TCTTACCTACGAAACCC TTGOAAAC TTCARGATATCG T TGGATGAGAAGTTTCCAAGGT
TGGGCaTGGGC TAAGARAT TATGGAGAGGAAGAGCGTTAGCACCGACTGGARGCSS
CAGTOAGCGCAACGCAATTAATGTGARTTAGCTCACTCAT e
(CTTTATGCTTCCGGCTCGTATGTTST @@ Sequence Maripulation Suite - Pracov— Microsoft Edge

Enter the base positions or ran
Arithmetic expressions can be

aboutblank

Range Extractor DNA results.

>results for 430 residue seguence "Untitled” starting "CTCTARACCT"
CTCTARACCTTATGACAGAGCARTTGCAAGATTCTGEECAGACTTICTGGACARGRAGTT
TTATGAGGCEEEGECACGCTTATTAATGAGCAAAGGECAAGCACAGEACGRAGCERAGAS

+ Oblain bases from the [{ Ao TG TAATCGARAACCTGGEAATARTGEARGGACCTCTCARAGAGGTTICTGECGEGAR

- Sequence segments SN{ GCCGTATTTCGEGEGAGAAACGTTTGGATTGATAGATATTGCETTCATACCETTTACTES

TTGETTTCTTACCTACGAAACCCTTGGAARCTTCAAGATATCETTGEATGAGARGTTTCC

“This page requires JavaScrip| AAGGTTGGGEECCTCAECTARGARATCTATGEAGACGRAGAGCETTAGCA
*You can mirror this page or ug
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