
Supplementary Data 5 - Protein accession numbers, oligonucleotide primers, DNA and amino-acid sequences of 
NCXCL-Aga2C fusion proteins 
 
 
 

CXCL protein (residues / accession No.) Construct for expression Fusion protein 

hCXCL1/GROα (38–107 / P09341) pCHA-LS-hCXCL138-107-G3-c-myc-Aga2 NhCXCL1-Aga2C 

hCXCL2/GROβ (38–107 / P19875) pCHA-LS-hCXCL238-107-G3-c-myc-Aga2 NhCXCL2-Aga2C 

hCXCL3/GROγ (38–107 / P19876) pCHA-LS-hCXCL338-107-G3-c-myc-Aga2 NhCXCL3-Aga2C 

hCXCL4/PF4 (32–101 / P02776) pCHA-LS-hCXCL432-101-G3-c-myc-Aga2 NhCXCL4-Aga2C 

hCXCL5/ENA-78 (44–114 / P42830) pCHA-LS-hCXCL544-114-G3-c-myc-Aga2 NhCXCL5-Aga2C 

hCXCL6/GCP-2 (44–114 / P80162) pCHA-LS-hCXCL644-114-G3-c-myc-Aga2 NhCXCL6-Aga2C 

hCXCL7/NAP-2 (59–121 / P02775) pCHA-LS-hCXCL759-121-G3-c-myc-Aga2 NhCXCL7-Aga2C 

hCXCL8/IL-8 (29–99 / P10145) pCHA-LS-hCXCL829-99-G3-c-myc-Aga2 NhCXCL8-Aga2C 

hCXCL9/MIG (23–125 / Q07325) pCHA-LS-hCXCL923-125-G3-c-myc-Aga2 NhCXCL9-Aga2C 

hCXCL10/IP-10 (22–98 / P02778) pCHA-LS-hCXCL1022-98-G3-c-myc-Aga2 NhCXCL10-Aga2C 

hCXCL11/I-TAC (22–94 / O14625) pCHA-LS-hCXCL1122-94-G3-c-myc-Aga2 NhCXCL11-Aga2C 

mCXCL1/KC (28–96 / P12850) pCHA-LS-mCXCL128-96-G3-c-myc-Aga2 NmCXCL1-Aga2C 

mCXCL2/MIP-2 (31–100 / P10889) pCHA-LS-mCXCL231-100-G3-c-myc-Aga2 NmCXCL2-Aga2C 

mCXCL3/DCIP-1 (31–100 / Q6W5C0) pCHA-LS-mCXCL331-100-G3-c-myc-Aga2 NmCXCL3-Aga2C 



mCXCL4/PF4 (30–105 / Q9Z126) pCHA-LS-mCXCL430-105-G3-c-myc-Aga2 NmCXCL4-Aga2C 

mCXCL5LIX (48–118 / P50228) pCHA-LS-mCXCL548-118-G3-c-myc-Aga2 NmCXCL5-Aga2C 

mCXCL7/NAP-2 (48–113 / Q9EQI5) pCHA-LS-mCXCL748-113-G3-c-myc-Aga2 NmCXCL7-Aga2C 

mCXCL9/MIG (22–126 / P18340) pCHA-LS-mCXCL922-126-G3-c-myc-Aga2 NmCXCL9-Aga2C 

mCXCL10/IP-10 (22–98 / P17515) pCHA-LS-mCXCL1022-98-G3-c-myc-Aga2 NmCXCL10-Aga2C 

mCXCL11/I-TAC (22–100 / Q9JHH5) pCHA-LS-mCXCL1122-100-G3-c-myc-Aga2 NmCXCL11-Aga2C 
 
 
 

Primer name Primer sequence (5’ to 3’) 

Forward-linker-Aga2-pCHA 5’-GGCGGAGGCGAACAAAAGC-3’ 

Reverse-LS-pCHA 5’-TCTCTTGTCCAAAGAGCCTTCTGC-3’ 

Forward-hCXCL1-Aga2 5’-TCTTTGGACAAGAGAGCCACCGAGCTGAGATGCC-3’ 

Reverse-hCXCL1-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCGTTGCTC-3’ 

Forward-hCXCL2-Aga2 5’-TCTTTGGACAAGAGAGCCACAGAGCTGAGATGCC-3’ 

Reverse-hCXCL2-Aga2 5’-TTGTTCGCCTCCGCCGTTGCTCTTGCCGTTCTTCAGC-3’ 

Forward-hCXCL3-Aga2 5’-TCTTTGGACAAGAGAGTGACCGAGCTGAGATGCC-3’ 

Reverse-hCXCL3-Aga2 5’-TTGTTCGCCTCCGCCGTTGGTGCTGCCCTTGTTCAGG-3’ 

Forward-hCXCL4-Aga2 5’-TCTTTGGACAAGAGAGAGGCTGAAGAGGACGGCG-3’ 

Reverse-hCXCL4-Aga2 5’-TTGTTCGCCTCCGCCGCTTTCCAGCAGCTTCTTGATG-3’ 



Forward-hCXCL5-Aga2 5’-TCTTTGGACAAGAGACTGCGCGAGCTGAGATGC-3’ 

Reverse-hCXCL5-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCGTTCTCTTTG-3’ 

Forward-hCXCL6-Aga2 5’-TCTTTGGACAAGAGACTGACCGAGCTGCGGTGCACC-3’ 

Reverse-hCXCL6-Aga2 5’-TTGTTCGCCTCCGCCGTTCTTCTTGTTGCCGCTGTCC-3’ 

Forward-hCXCL7-Aga2 5’-TCTTTGGACAAGAGAGCCGAGCTGCGGTGCATGTGC-3’ 

Reverse-hCXCL7-Aga2 5’-TTGTTCGCCTCCGCCCAGCTTTTTCTGCACG-3’ 

Forward-hCXCL8-Aga2 5’-TCTTTGGACAAGAGAGCCAAAGAACTGCGGTGCC-3’ 

Reverse-hCXCL8-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCGCTGTTC-3’ 

Forward-hCXCL9-Aga2 5’-TCTTTGGACAAGAGAACCCCCGTCGTGCGGAAGG-3’ 

Reverse-hCXCL9-Aga2 5’-TTGTTCGCCTCCGCCTGTGGTTTTCTTCTGCCGGC-3’ 

Forward-hCXCL10-Aga2 5’-TCTTTGGACAAGAGAGTGCCTCTGAGCAGAACCG-3’ 

Reverse-hCXCL10-Aga2 5’-TTGTTCGCCTCCGCCTGGGCTCCGCTTGCTCCGC-3’ 

Forward-hCXCL11-Aga2 5’-TCTTTGGACAAGAGATTCCCCATGTTCAAGCGG-3’ 

Reverse-hCXCL11-Aga2 5’-TTGTTCGCCTCCGCCGAAGTTCTTCCGTTCCACC-3’ 

Forward-mCXCL1-Aga2 5’-TCTTTGGACAAGAGAGCCAACGAGCTGCGGTG-3’ 

Reverse-mCXCL1-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCCTTGGGC-3’ 

Forward-mCXCL2-Aga2 5’-TCTTTGGACAAGAGAGCCAGCGAGCTGCGG-3’ 

Reverse-mCXCL2-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCGTTGGC-3’ 



Forward-mCXCL3-Aga2 5’-TCTTTGGACAAGAGAGCCTCTGAGCTGAGATGCC-3’ 

Reverse-mCXCL3-Aga2 5’-TTGTTCGCCTCCGCCGCTGCTCTTGCCGGACTTCAGG-3’ 

Forward-mCXCL4-Aga2 5’-TCTTTGGACAAGAGAGTGACATCTGCCGGCCCTG-3’ 

Reverse-mCXCL4-Aga2 5’-TTGTTCGCCTCCGCCGCTTTCCAGGATCTTCTTAATC-3’ 

Forward-mCXCL5-Aga2 5’-TCTTTGGACAAGAGAGCCACCGAGCTGAGATGC-3’ 

Reverse-mCXCL5-Aga2 5’-GATAAGCTTTTGTTCGCCTCCGCCGGCTTTC-3’ 

Forward-mCXCL7-Aga2 5’-TCTTTGGACAAGAGAATCGAGCTGCGGTGCCGGTGC-3’ 

Reverse-mCXCL7-Aga2 5’-TTGTTCGCCTCCGCCGTAGCCTTCCAGAATCTTCATC-3’ 

Forward-mCXCL9-Aga2 5’-TCTTTGGACAAGAGAACCCTCGTGATCCGGAACG-3’ 

Reverse-mCXCL9-Aga2 5’-TTGTTCGCCTCCGCCTGTGGTCTTTCTGGATCTCC-3’ 

Forward-mCXCL10-Aga2 5’-TCTTTGGACAAGAGAATCCCACTGGCCAGAACCG-3’ 

Reverse-mCXCL10-Aga2 5’-TTGTTCGCCTCCGCCTGGGGCCCTCTTGCTCCG-3’ 

Forward-mCXCL11-Aga2 5’-TCTTTGGACAAGAGATTCCTGATGTTCAAGCAGG-3’ 

Reverse-mCXCL11-Aga2 5’-TTGTTCGCCTCCGCCCATGTTCTGCCGCCGCAGG-3’ 

  



Sequences of genes coding for ELR+ and ELR- CXC chemokines fused to the N-terminus of a-agglutinin Aga2 protein 

(Aga2p): NCXCL-Aga2C 
 
 
DNA sequences of genes are provided. Start and stop codons are shown in black bold. The sequences include the secretory 

leader peptide (LS, in grey underlined), an active form of CXCL (in blue bold), a tripeptide (Gly)3 flexible linker (G3, in black 

italic and underlined), the c-myc tag (c-myc, in red bold) and the a-agglutinin Aga2 protein (Aga2p, in grey). 
 
 
pCHA-LS-hCXCL138-107-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCACCGAGCTGAGATGCCAGTGCCTGCAGACCCTGCAGGGCATCCACCCCAAGAACATCCAGAGCGTGAACGTGAAGTCCCCTGGCC
CCCACTGCGCCCAGACCGAAGTGATCGCCACCCTGAAGAACGGCCGGAAGGCCTGCCTGAACCCCGCCAGCCCCATCGTGAAGAAAATCATCGAGAAGATG
CTGAACAGCGACAAGAGCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC
TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL238-107-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCACAGAGCTGAGATGCCAGTGCCTCCAGACACTCCAGGGCATCCACCTGAAGAACATCCAGAGCGTGAAAGTGAAGTCCCCTGGCC
CCCACTGCGCCCAGACAGAAGTGATCGCCACCCTGAAGAATGGCCAGAAGGCCTGCCTGAACCCCGCCAGCCCTATGGTCAAGAAAATCATCGAGAAGATG
CTGAAGAACGGCAAGAGCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC
TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL338-107-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGTGACCGAGCTGAGATGCCAGTGCCTCCAGACACTCCAGGGCATCCACCTGAAGAACATCCAGAGCGTGAACGTGCGGAGCCCTGGCC
CTCATTGTGCCCAGACAGAAGTGATCGCCACCCTGAAGAATGGCAAGAAGGCCTGCCTGAACCCCGCCAGCCCTATGGTGCAGAAGATCATCGAGAAGATC
CTGAACAAGGGCAGCACCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC



TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL432-101-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGAGGCTGAAGAGGACGGCGATCTCCAGTGCCTGTGCGTGAAAACCACCAGCCAAGTGCGGCCCAGACACATCACCAGCCTGGAAGTGA
TCAAGGCCGGACCCCACTGTCCTACCGCCCAGCTGATTGCCACCCTGAAGAACGGCCGGAAGATCTGCCTGGACCTCCAGGCCCCCCTGTACAAGAAGATC
ATCAAGAAGCTGCTGGAAAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC
TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL544-114-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGACTGCGCGAGCTGAGATGCGTGTGCCTGCAGACCACCCAGGGCGTGCACCCCAAGATGATCAGCAACCTCCAGGTGTTCGCCATCGGCC
CCCAGTGCAGCAAGGTGGAAGTGGTGGCCAGCCTGAAGAACGGCAAAGAGATCTGCCTGGACCCCGAGGCCCCATTCCTGAAGAAAGTGATCCAGAAGATC
CTGGACGGCGGCAACAAAGAGAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACC
AACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTG
TCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL644-114-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGACTGACCGAGCTGCGGTGCACCTGTCTGAGAGTGACCCTGCGCGTGAACCCCAAGACCATCGGCAAGCTCCAGGTGTTCCCTGCCGGCC
CTCAGTGCAGCAAGGTGGAAGTGGTGGCCAGCCTGAAAAACGGAAAACAAGTGTGCCTGGACCCCGAGGCCCCATTCCTGAAGAAAGTGATCCAGAAGATC
CTGGACAGCGGCAACAAGAAGAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACC
AACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTG
TCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

 
 
 



pCHA-LS-hCXCL759-121-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCGAGCTGCGGTGCATGTGCATCAAGACCACCAGCGGAATCCACCCCAAGAATATCCAGTCCCTGGAAGTGATTGGCAAGGGCACCC
ACTGCAACCAGGTGGAAGTGATTGCCACACTGAAAGACGGCCGGAAGATCTGCCTGGACCCTGACGCCCCCAGAATCAAGAAAATCGTGCAGAAAAAGCTG 
GGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTTAGAATCGACGCCGTACTC
TTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCT
CAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL829-99-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCAAAGAACTGCGGTGCCAGTGCATCAAGACCTACAGCAAGCCCTTCCACCCCAAGTTCATCAAAGAACTGAGAGTGATCGAGAGCG
GCCCTCACTGCGCCAACACCGAGATCATCGTGAAGCTGAGCGACGGCAGAGAGCTGTGCCTGGACCCCAAAGAAAACTGGGTGCAGCGGGTGGTGGAAAAG
TTCCTGAAGCGGGCCGAGAACAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACC
AACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTG
TCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL923-115-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAACCCCCGTCGTGCGGAAGGGCAGATGCAGCTGTATCAGCACCAACCAGGGCACCATCCATCTCCAGTCTCTGAAGGACCTGAAGCAGT
TCGCCCCCAGCCCCAGCTGCGAGAAGATCGAGATTATCGCCACACTGAAAAACGGGGTGCAGACCTGCCTGAACCCCGACAGCGCCGACGTGAAAGAACTG
ATCAAGAAATGGGAGAAACAGGTGTCCCAGAAGAAGAAGCAGAAGAACGGAAAGAAGCACCAGAAAAAGAAAGTGCTGAAAGTGCGGAAGTCCCAGCGGAG
CCGGCAGAAGAAAACCACAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTT
TAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGT
AATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-hCXCL1022-98-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGTGCCTCTGAGCAGAACCGTGCGGTGCACCTGTATCAGCATCAGCAACCAGCCCGTGAACCCCAGAAGCCTGGAAAAGCTGGAAATCA
TCCCCGCCAGCCAGTTCTGCCCCAGAGTGGAAATTATCGCCACCATGAAGAAGAAAGGCGAGAAGCGGTGCCTGAACCCCGAGAGCAAGGCCATCAAGAAC
CTGCTGAAGGCCGTGTCCAAAGAGCGGAGCAAGCGGAGCCCAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATG
CGAGCAAATCCCCTCACCAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATT
ACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 



pCHA-LS-hCXCL1122-94-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGATTCCCCATGTTCAAGCGGGGCAGATGCCTGTGCATCGGCCCTGGCGTGAAAGCCGTGAAGGTGGCCGATATCGAGAAGGCCAGCATCA
TGTACCCCAGCAACAACTGCGACAAGATCGAAGTGATCATCACCCTGAAAGAGAACAAGGGCCAGAGATGCCTGAATCCCAAGTCCAAGCAGGCCCGGCTG
ATCATCAAGAAGGTGGAACGGAAGAACTTCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCC
CTCACCAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAA
CGTTTGTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL128-96-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCAACGAGCTGCGGTGCCAGTGCCTGCAGACCATGGCCGGCATCCACCTGAAGAACATCCAGAGCCTGAAGGTGCTGCCCAGCGGCC
CTCACTGCACCCAGACCGAAGTGATCGCCACCCTGAAGAACGGCAGAGAGGCCTGCCTGGATCCCGAGGCCCCCCTGGTGCAGAAAATCGTGCAGAAAATG
CTGAAGGGCGTGCCCAAGGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTT
AGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTA
ATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL231-100-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCAGCGAGCTGCGGTGCCAGTGCCTGAAAACCCTGCCCCGGGTGGACTTCAAGAACATCCAGAGCCTGAGCGTGACCCCCCCTGGCC
CTCACTGTGCCCAGACCGAAGTGATCGCCACCCTGAAGGGCGGCCAGAAAGTGTGCCTGGACCCCGAGGCCCCCCTGGTGCAGAAGATCATCCAGAAGATC
CTGAACAAGGGCAAGGCCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC
TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL331-100-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCTCTGAGCTGAGATGCCAGTGCCTGAACACCCTGCCCCGGGTGGACTTCGAGACAATCCAGAGCCTGACCGTGACCCCCCCTGGCC
CTCACTGTACCCAGACAGAAGTGATCGCCACCCTGAAGGACGGCCAGGAAGTGTGCCTGAATCCCCAGGGCCCCAGACTCCAGATCATCATCAAGAAGATC
CTGAAGTCCGGCAAGAGCAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAAC
TTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCA
GTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 



pCHA-LS-mCXCL430-105-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGTGACATCTGCCGGCCCTGAGGAAAGCGACGGCGATCTGTCTTGCGTGTGCGTGAAAACCATCAGCAGCGGCATCCACCTGAAGCACA
TCACCAGCCTGGAAGTGATCAAGGCCGGCAGGCACTGTGCCGTGCCTCAGCTGATTGCCACCCTGAAGAACGGCCGGAAGATCTGCCTGGACAGACAGGCC
CCCCTGTACAAGAAAGTGATTAAGAAGATCCTGGAAAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGA
GCAAATCCCCTCACCAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACA
AATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL548-118-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAGCCACCGAGCTGAGATGCGTGTGCCTGACCGTGACCCCCAAGATCAACCCCAAGCTGATCGCCAACCTGGAAGTGATCCCTGCCGGCC
CTCAGTGCCCCACCGTGGAAGTGATTGCCAAGCTGAAGAACCAGAAAGAAGTGTGCCTGGACCCCGAGGCCCCCGTGATCAAGAAGATCATCCAGAAGATC
CTGGGCAGCGACAAGAAGAAAGCCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACC
AACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTG
TCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL748-113-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAATCGAGCTGCGGTGCCGGTGCACCAACACCATCAGCGGCATCCCTTTCAACAGCATCAGCCTCGTGAACGTGTACAGACCCGGCGTGC
ACTGCGCCGACGTGGAAGTGATTGCTACACTGAAGAATGGGCAGAAAACCTGCCTGGACCCCAACGCCCCTGGCGTGAAGCGGATCGTGATGAAGATTCTG
GAAGGCTACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCACCAACTTTAGAATCGAC
GCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTT
CTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL922-126-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAACCCTCGTGATCCGGAACGCCCGGTGCAGCTGTATCAGCACCAGCAGAGGCACCATCCACTACAAGAGCCTGAAGGATCTGAAGCAGT
TCGCCCCCAGCCCCAACTGCAACAAGACCGAGATTATCGCCACACTGAAAAACGGGGACCAGACCTGTCTGGACCCCGACAGCGCCAACGTGAAGAAACTG
ATGAAGGAATGGGAGAAGAAGATCAGCCAGAAGAAGAAGCAGAAGCGGGGCAAGAAACACCAGAAAAACATGAAGAACCGGAAGCCCAAGACCCCCCAGAG
CCGGCGGAGATCCAGAAAGACCACAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATGCGAGCAAATCCCCTCAC
CAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATTACAAATCAGTAACGTTT
GTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 



pCHA-LS-mCXCL1022-98-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGAATCCCACTGGCCAGAACCGTGCGGTGCAACTGCATCCACATCGACGATGGCCCCGTGCGGATGAGAGCCATCGGCAAGCTGGAAATCA
TCCCCGCCAGCCTGAGCTGCCCCAGAGTGGAAATTATCGCCACCATGAAGAAGAACGACGAGCAGCGGTGCCTGAACCCCGAGAGCAAGACCATCAAGAAC
CTGATGAAGGCCTTTAGCCAGAAGCGGAGCAAGAGGGCCCCAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAACTATATG
CGAGCAAATCCCCTCACCAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTGAATATT
ACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA 
 
 

pCHA-LS-mCXCL1122-100-G3-c-myc-Aga2 
ATGAAGGTTTTGATTGTCTTGTTGGCTATCTTCGCTGCTTTGCCATTGGCCTTAGCTCAACCGGTTATTTCTACTACCGTCGGTTCCGCTGCAGAAGGCTC
TTTGGACAAGAGATTCCTGATGTTCAAGCAGGGCCGGTGCCTGTGCATCGGCCCTGGAATGAAGGCCGTGAAGATGGCCGAGATCGAGAAGGCCAGCGTGA
TCTACCCCAGCAACGGCTGCGACAAGGTGGAAGTGATCGTGACCATGAAGGCCCACAAGCGGCAGAGATGCCTGGACCCCAGATCCAAGCAGGCCCGGCTG
ATCATGCAGGCTATCGAGAAGAAGAATTTCCTGCGGCGGCAGAACATGGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTGCAGGAACTGACAAC
TATATGCGAGCAAATCCCCTCACCAACTTTAGAATCGACGCCGTACTCTTTGTCAACGACTACTATTTTGGCCAACGGGAAGGCAATGCAAGGAGTTTTTG
AATATTACAAATCAGTAACGTTTGTCAGTAATTGCGGTTCTCACCCCTCAACAACTAGCAAAGGCAGCCCCATAAACACACAGTATGTTTTTTAA  



Amino-acid sequences of ELR+ and ELR- CXC chemokines fused to the N-terminus of a-agglutinin Aga2 protein 

(Aga2p): NCXCL-Aga2C 
 
 
Amino acid sequences of translated polypeptides are shown. The sequences include the secretory leader peptide (LS, in grey 

underlined), an active form of CXCL (in blue bold), a tripeptide (Gly)3 flexible linker (G3, in black italic and underlined), the 

c-myc tag (c-myc, in red bold) and the a-agglutinin Aga2 protein (Aga2p, in grey). 
 
 
LS-hCXCL138-107-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRATELRCQCLQTLQGIHPKNIQSVNVKSPGPHCAQTEVIATLKNGRKACLNPASPIVKKIIEKM
LNSDKSNGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL238-107-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRATELRCQCLQTLQGIHLKNIQSVKVKSPGPHCAQTEVIATLKNGQKACLNPASPMVKKIIEKM
LKNGKSNGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL338-107-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRVTELRCQCLQTLQGIHLKNIQSVNVRSPGPHCAQTEVIATLKNGKKACLNPASPMVQKIIEKI
LNKGSTNGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL432-101-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKREAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHCPTAQLIATLKNGRKICLDLQAPLYKKI
IKKLLESGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 

 
LS-hCXCL544-114-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRLRELRCVCLQTTQGVHPKMISNLQVFAIGPQCSKVEVVASLKNGKEICLDPEAPFLKKVIQKI
LDGGNKENGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 



LS-hCXCL644-114-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRLTELRCTCLRVTLRVNPKTIGKLQVFPAGPQCSKVEVVASLKNGKQVCLDPEAPFLKKVIQKI
LDSGNKKNGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL759-121-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRAELRCMCIKTTSGIHPKNIQSLEVIGKGTHCNQVEVIATLKDGRKICLDPDAPRIKKIVQKKL 
GGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL829-99-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRAKELRCQCIKTYSKPFHPKFIKELRVIESGPHCANTEIIVKLSDGRELCLDPKENWVQRVVEK
FLKRAENSGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL923-115-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRTPVVRKGRCSCISTNQGTIHLQSLKDLKQFAPSPSCEKIEIIATLKNGVQTCLNPDSADVKEL
IKKWEKQVSQKKKQKNGKKHQKKKVLKVRKSQRSRQKKTTGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVS
NCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL1022-98-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRVPLSRTVRCTCISISNQPVNPRSLEKLEIIPASQFCPRVEIIATMKKKGEKRCLNPESKAIKN
LLKAVSKERSKRSPGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-hCXCL1122-94-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRFPMFKRGRCLCIGPGVKAVKVADIEKASIMYPSNNCDKIEVIITLKENKGQRCLNPKSKQARL
IIKKVERKNFGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 

LS-mCXCL128-96-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRANELRCQCLQTMAGIHLKNIQSLKVLPSGPHCTQTEVIATLKNGREACLDPEAPLVQKIVQKM
LKGVPKGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 



LS-mCXCL231-100-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRASELRCQCLKTLPRVDFKNIQSLSVTPPGPHCAQTEVIATLKGGQKVCLDPEAPLVQKIIQKI
LNKGKANGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-mCXCL331-100-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRASELRCQCLNTLPRVDFETIQSLTVTPPGPHCTQTEVIATLKDGQEVCLNPQGPRLQIIIKKI
LKSGKSSGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-mCXCL430-105-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRVTSAGPEESDGDLSCVCVKTISSGIHLKHITSLEVIKAGRHCAVPQLIATLKNGRKICLDRQA
PLYKKVIKKILESGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-mCXCL548-118-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRATELRCVCLTVTPKINPKLIANLEVIPAGPQCPTVEVIAKLKNQKEVCLDPEAPVIKKIIQKI
LGSDKKKAGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-mCXCL748-113-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRIELRCRCTNTISGIPFNSISLVNVYRPGVHCADVEVIATLKNGQKTCLDPNAPGVKRIVMKIL
EGYGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 
 
 

LS-mCXCL922-126-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRTLVIRNARCSCISTSRGTIHYKSLKDLKQFAPSPNCNKTEIIATLKNGDQTCLDPDSANVKKL
MKEWEKKISQKKKQKRGKKHQKNMKNRKPKTPQSRRRSRKTTGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTF
VSNCGSHPSTTSKGSPINTQYVF- 

 
 
LS-mCXCL1022-98-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRIPLARTVRCNCIHIDDGPVRMRAIGKLEIIPASLSCPRVEIIATMKKNDEQRCLNPESKTIKN
LMKAFSQKRSKRAPGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 



LS-mCXCL1122-100-G3-c-myc-Aga2 
MKVLIVLLAIFAALPLALAQPVISTTVGSAAEGSLDKRFLMFKQGRCLCIGPGMKAVKMAEIEKASVIYPSNGCDKVEVIVTMKAHKRQRCLDPRSKQARL
IMQAIEKKNFLRRQNMGGGEQKLISEEDLQELTTICEQIPSPTLESTPYSLSTTTILANGKAMQGVFEYYKSVTFVSNCGSHPSTTSKGSPINTQYVF- 


