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B generation_100seq_long_%aa.py £3| B CCINTRA py a[loclmsnpy 1 [ deleteduplicats20_08_22.py E3
1 from os import path
2 import os
3 |Hdet neroe_one_1inc(pathair = str):
¢ |EB for £ in os.listdir(patndin):
s name, extension = path.splitext(f)
s |= with open(f) as f_input, open(name+”_oncline.fasta”, "w") as £ output:
7 block = 11
s |g for line in f_input:
E 1= if line.startswith(">"):
FE = if block:
1 £_output.write("".join(block) + "\a")
12 L] block = 11
13 L] £_output.urite (Line)
1 else:
15 E block.append(line.strip())
16 if block:
17 ] £_output.urite("".join(block) + "\a")
18 £_input.close ()
15 L] £_output.close ()
20 os.chdiz("') #path_to_directory
21 path_to_directory = "* #path_to_directory
22 mezge_one_line (path_to_directory)
23 for £ in os.listdir (path_to_directory):
24 if f.endswith("_oneline.fasta”):
25 name: str , extension = path.splitext (f)
2 |B with open(f) as _input, open(name + "treated.fasta®, "w") as £_GUCpUT, open("delsted seq.txt”, "a”) as £_outpuc2:
27 Counter = 0
28 Content = £_inpuc.read()
25 CoList = Content.split("\n")
0 for 1 in Colist:
Y if 1
2 |F Counter += 1
33 listHeader = [1
s | listsea = 11
FE = for i in range(l, Counter, 2):
ECEN | listHeader.append(Colist[i - 1])
E= for i in range(l, Counter, 2):
38 ] 1istseq.append (Colist[i])
38 outpuListseq = [1
0 outpucListieader = []
a outputFile = (1
a2 for seq in listSeq:
3 if seq not in outputListSeq:
P outputListSeq.append (seq)
5 pos = (1istseq.index(seq)
P header = listdeader[pos]
a7 outputlListicader . append (header)
8 L] outputFile.append(hcader + "\n" + seq + "\n")
3 3 = len(iistseq) - len(outpuciistseq)
50 £_output.write((*.join(outpucFile)))
51 £_output2.urite(str(name)+ '+str(3))
s2 | £ outout2.write(\n')
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|CCINTER py ﬂ[

|CCINTRA py ﬂ[

T import random
2 from random import *

2 import secrets

. f£rom Bio import SeqIo

s from Bio.SeqUtils.ProtParam import ProteinAnalysis

€ with open ("outfile.tx as £:

7 % for seq_record in SeqlO.parse ("Brachypodium distachyon.fasta”,"fasta"):
s £.write (str(seq_record.seq))

5 data = open('outfile.txt’).read()

10 X = Proteinanalysis(data)

1 I-len(data)

12 n=int(163) fFirst_guartile

13 X

14 - of 0

15 generation = open("cutput fasta file.fasta”,

16 lisetaille=[]

17 [for i in range (3):

18 * = randint(n, m)

19 An= ['2'] * round(float("0.3£" $ X.get_amino_acids_percent () ['2'1)*x)
20 RR = ['®'] * round(float("30.3f" % X.get_amino_acids_percent () ['2'1) *x)
21 DD = ['D'] * round(float("30.3f" % X.get_amino_acids_percent () ['D'1) *x)
22 NN = ['N'] * round(float("30.3f" % X.get_amino_acids_percent () ['N'1) *x)
23 ©C = ['C'] * round(float("30.3f" % X.get_amino_acids_percent () ['C'1)*x)
24 EE = ['E'] * round(float("30.3f" % X.get_amino_acids_percent () ['E'1) *x)
25 @ = ['0'] * round(float("%0.3£" % X.get_amino_acids_percent () ['Q'1) *x)
26 GG = ['G'] * round(float("30.3f" % X.get_amino_acids_percent () ['G'1)*x)
27 HH = ['5'] * round(float("30.3f" % X.get_amino_acids_percent () ['#'1) *x)
28 II = ['T'] * round(float(":0.3f" % X.get_amino_acids_percent () ['T'1)*x)
29 IL = ['Z'] * round(float("30.3f" % X.get_amino_acids_percent () ['L'1) *x)
30 RE = ['E'] * round(float("30.3f" % X.get_amino_acids_percent () ['X'1) *x)
31 MM = ['M'] * round(float("0.3£" § X.get_amino_acids_percent () ['M'])*x)
32 FF = ['F'] * round(float(":0.3f" % X.get_amino_acids_percent () [''1) *x)
23 PP = ['2'] * round(float(":0.3f" % X.get_amino_acids_percent () ['2'1)*x)
3¢ TP = ['T'] * round(float("30.3f" % X.get_amino_acids_percent () ['T'1)*x)
35 WA = ['%'] * round(float("30.3f" % X.get_amino_acids_percent () ['%'1) *x)
26 YV = ['V'] * round(float("30.3f" % X.get_amino_acids_percent () ['7V'1)*x)
37 85 = ['S'] * round(float(":0.3f" % X.get_amino_acids_percent () ['S'1)*x)
38 ¥¥ = ['¥'] * round(float("30.3f" % X.get_amino_acids_percent () ['¥'1)*x)
39 List = AA +RR +DD +NN +CC +EE +QQ +GG +HE +II +LL +KK +MM +FF +PP +TT +WW +VV +S5 +¥¥
20 my_seq

a | for b in range(x):

22 seq= secrets.choice (List)

a3 |t my_seq += seq

22 lisetaille.append(len (my_seq))

45 id = "seq "+ str(i + 1)

46 my_seq = ">" + id + "\n" + my_seq

a7 L gencration.write(my_seq + "\n")

23 | generation.close()
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1 import pandas as pd
2 Pd.set_option(*display.max_rows', 500)
3 Pd.sec_option('display.max columns', 500)
2 pd.set_option('display.width’, 1000)
s df = pd.read_excel ('CCconserve?.xisx’, sheet_name='CCN')
B £ = open('CCintracCi.cxt’, ')
7 CC=(df[clustes"]) .values. colist ()
s ESP=(df["espece"]) .values. tolist ()
s CCSIZE=(af["cluster.size"]) .values.colist ()
10 NBR=(df["nb. residuc"]) .values.tolist ()
1 used = 11
12 Elfor 1 in range(0,len(cO)):
13 ar=1
15 B if [CCLa1, ESP[1]] not in used:
= B for 3 in range(1+1,1en(cC)):
e B8 if cori] = ccil:
EE = if EsPL1] SPI31:
18 ar =1
15 used.append ([CE[:], ESPLL1])
20 © if nr > 10
21 print(CC[], ESP[i],CCSIZE[1],NBR[1], nr,file=f)
22 £.close()
23
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B generation_100seq_long_%aa.py £3| B CCINTRApy £3 [HCCINTER py E3 |B deleteduplicats20_08_22.py. |:I|
1 import pandas as pd
2 Pd.set_option(*display.max_rows', 500)
3 Pd.sec_option('display.max columns', 500)
2 . set_option('display.wideh', 1000)
s df = pd.read_excel ('CCconserve?.xisx’, sheet_name='CCN')
B £ = open('CCintercC.cxt’, ')
7 CO=(df["cluster"]) .values. tolist ()
s ESP=(df["espece"]) .values. tolist ()
s CCSIZE=(af ["cluster.size"]) .values. tolist ()
10 | NBR=(df["mb.zesicuc’]) .values.tolist()
11 used n
12 | ceEse=n1
13 Elfor i in range(0,len(cC)):
1: B if CC[] mot in used:
15 used.append(CC[1])
16 ccEses = 01
17 EsPs = 1
18 ESPs.append (ESP[1])
FER = for 5 in range(i+1,len(CO)):
20 B if copil = cell:
ES | ESPs.append (ESP[3])
22 if len(ESPs) > 1t
23 CCESPs.append (CC[1])
24 CCESPs. append (E5Ps)
| CCESE. appena (CCESES)
26 Elfor i in range(0, len(CCESP)):
27 used = 1
25 ] for 3 in range(0, len(CCESPLi][11)):
29 =] Aif CCESP[1][1][3] nmot in used:
30 used.append (CCESP[1] [1]1[31)
31 howmany = CCESP[i][1].count (CCESP[i][1]1[3])
32 =] if howmany < len(CCESP[i][1]):
33 print(CCESP[i][0], " -", CCESP[i][1][3], " -", howmany, file=f)
34 £.close()
35
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