Supplementary Data S - Protein accession numbers, oligonucleotide primers, DNA and amino-acid sequences of

NCXCL-Aga2€ fusion proteins

CXCL protein (residues / accession No.)

Construct for expression

Fusion protein

hCXCL1/GROa (38-107 / P09341)
hCXCL2/GROB (38-107 / P19875)
hCXCL3/GROy (38-107 / P19876)
hCXCL4/PF4 (32-101 / P02776)
hCXCLS/ENA-78 (44—114 / P42830)
hCXCL6/GCP-2 (44-114 / P80162)
hCXCL7/NAP-2 (59-121 / P02775)
hCXCLS8/IL-8 (29-99 / P10145)
hCXCLY9/MIG (23-125 / Q07325)
hCXCL10/IP-10 (2298 / P02778)
hCXCL11/I-TAC (22-94 / 014625)
mCXCL1/KC (28-96 / P12850)
mCXCL2/MIP-2 (31-100 / P10889)

mCXCL3/DCIP-1 (31-100 / Q6W5CO0)

pCHA-LS-hCXCL1*'"_G;-c-myc-Aga2
pCHA-LS-hCXCL2*""_G;-c-myc-Aga2
pCHA-LS-hCXCL3*""_G;-c-myc-Aga2
pCHA-LS-hCXCL4**""'-G;-c-myc-Aga2
pCHA-LS-hCXCL5*""*-G3-c-myc-Aga2
pCHA-LS-hCXCL6*""*-G3-c-myc-Aga2
pCHA-LS-hCXCL7%"*'-G3-c-myc-Aga2
pCHA-LS-hCXCL8**’-G3-c-myc-Aga2

pCHA-LS-hCXCL9*"'*-G3-c-myc-Aga2
pCHA-LS-hCXCL10"%-G;-c-myc-Aga2
pCHA-LS-hCXCL11****-G;-c-myc-Aga2
pCHA-LS-mCXCL1?*?-G;-c-myc-Aga2
pCHA-LS-mCXCL2’""%-G;-c-myc-Aga2

pCHA-LS-mCXCL3*""%-G;-c-myc-Aga2

“hCXCL1-Aga2©
“hCXCL2-Aga2©
“hCXCL3-Aga2©
“hCXCL4-Aga2©
“hCXCL5-Aga2©
“hCXCL6-Aga2©
“hCXCL7-Aga2®
“hCXCL8-Aga2©
“hCXCL9-Aga2©
“hCXCL10-Aga2®
“hCXCL11-Aga2©
"mCXCL1-Aga2®
"mCXCL2-Aga2®

"mCXCL3-Aga2®



mCXCL4/PF4 (30-105 / Q9Z126)
mCXCLSLIX (48-118 / P50228)
mCXCL7/NAP-2 (48-113 / Q9EQIS)
mCXCL9/MIG (22-126 / P18340)
mCXCL10/IP-10 (22-98 / P17515)

mCXCL11/I-TAC (22-100 / Q9JHHS)

CHA-LS-mCXCL4**"'%-G;-c-myc-Aga2 "mCXCL4-Aga2®
p ye-Ag

pCHA-LS-mCXCL5*""%.G;-c-myc-Aga2 "mCXCL5-Aga2®
pCHA-LS-mCXCL7*""*-G;-c-myc-Aga2 "mCXCL7-Aga2"
CHA-LS-mCXCL9**"*°-G;-c-myc-Aga2 "mCXCL9-Aga2®
p ye-Ag

pCHA-LS-mCXCL10***%-G;-c-myc-Aga2 "mCXCL10-Aga2®
pCHA-LS-mCXCL11%*"%-G3-c-myc-Aga2 "mCXCL11-Aga2®

Primer name

Primer sequence (5’ to 3°)

Forward-linker-Aga2-pCHA
Reverse-LS-pCHA
Forward-hCXCL1-Aga2
Reverse-hCXCL1-Aga2
Forward-hCXCL2-Aga2
Reverse-hCXCL2-Aga2
Forward-hCXCL3-Aga2
Reverse-hCXCL3-Aga2
Forward-hCXCL4-Aga2

Reverse-hCXCL4-Aga2

5’ -GGCGGAGGCGAACAAAAGC-3’

5’ -TCTCTTGTCCAAAGAGCCTTCTGC-3’

5’ -TCTTTGGACAAGAGAGCCACCGAGCTGAGATGCC-3’

5’ -GATAAGCTTTTGTTCGCCTCCGCCGTTGCTC-3"

5’ -TCTTTGGACAAGAGAGCCACAGAGCTGAGATGCC-3’

5" -TTGTTCGCCTCCGCCGTTGCTCTTGCCGTTCTTCAGC-3"

5’ -TCTTTGGACAAGAGAGTGACCGAGCTGAGATGCC-3’

5’ -TTGTTCGCCTCCGCCGTTGGTGCTGCCCTTGTTCAGG-3"

5’ -TCTTTGGACAAGAGAGAGGCTGAAGAGGACGGCG-3’

5" -TTGTTCGCCTCCGCCGCTTTCCAGCAGCTTCTTGATG-3"



Forward-hCXCL5-Aga2
Reverse-hCXCL5-Aga2
Forward-hCXCL6-Aga2
Reverse-hCXCL6-Aga2
Forward-hCXCL7-Aga2
Reverse-hCXCL7-Aga2
Forward-hCXCLS8-Aga2
Reverse-hCXCLS§-Aga2
Forward-hCXCL9-Aga2
Reverse-hCXCL9-Aga2
Forward-hCXCL10-Aga2
Reverse-hCXCL10-Aga2
Forward-hCXCL11-Aga2
Reverse-hCXCL11-Aga2
Forward-mCXCL1-Aga2
Reverse-mCXCL1-Aga2
Forward-mCXCL2-Aga2

Reverse-mCXCL2-Aga2

5’ -TCTTTGGACAAGAGACTGCGCGAGCTGAGATGC-3"

5’ -GATAAGCTTTTGTTCGCCTCCGCCGTTCTCTTTG-3’

5" -TCTTTGGACAAGAGACTGACCGAGCTGCGGTGCACC-3’

5’ -TTGTTCGCCTCCGCCGTTCTTCTTGTTGCCGCTGTCC-3"

5" -TCTTTGGACAAGAGAGCCGAGCTGCGGTGCATGTGC-3’

5’ -TTGTTCGCCTCCGCCCAGCTTTTTCTGCACG-3’

5’ -TCTTTGGACAAGAGAGCCAAAGAACTGCGGTGCC-3’

5’ -GATAAGCTTTTGTTCGCCTCCGCCGCTGTTC-3"

5’ -TCTTTGGACAAGAGAACCCCCGTCGTGCGGAAGG-3’

5’ -TTGTTCGCCTCCGCCTGTGGTTTTCTTCTGCCGGC-3’

5’ -TCTTTGGACAAGAGAGTGCCTCTGAGCAGAACCG-3’

5’ -TTGTTCGCCTCCGCCTGGGCTCCGCTTGCTCCGC-3’

5’ -TCTTTGGACAAGAGATTCCCCATGTTCAAGCGG-3"

5’ -TTGTTCGCCTCCGCCGAAGTTCTTCCGTTCCACC-3’

5" -TCTTTGGACAAGAGAGCCAACGAGCTGCGGTG-3"

5’ -GATAAGCTTTTGTTCGCCTCCGCCCTTGGGC-3"

5" -TCTTTGGACAAGAGAGCCAGCGAGCTGCGG-3’

5’ -GATAAGCTTTTGTTCGCCTCCGCCGTTGGC-3’



Forward-mCXCL3-Aga2
Reverse-mCXCL3-Aga2
Forward-mCXCL4-Aga?2
Reverse-mCXCL4-Aga2
Forward-mCXCL5-Aga?2
Reverse-mCXCL5-Aga2
Forward-mCXCL7-Aga2
Reverse-mCXCL7-Aga2
Forward-mCXCL9-Aga2
Reverse-mCXCL9-Aga2
Forward-mCXCL10-Aga2
Reverse-mCXCL10-Aga2
Forward-mCXCL11-Aga2

Reverse-mCXCL11-Aga2

5’ -TCTTTGGACAAGAGAGCCTCTGAGCTGAGATGCC-3’

5’ -TTGTTCGCCTCCGCCGCTGCTCTTGCCGGACTTCAGG-3"

5’ -TCTTTGGACAAGAGAGTGACATCTGCCGGCCCTG-3’

5’ -TTGTTCGCCTCCGCCGCTTTCCAGGATCTTCTTAATC-3"

5’ -TCTTTGGACAAGAGAGCCACCGAGCTGAGATGC-3"

5’ -GATAAGCTTTTGTTCGCCTCCGCCGGCTTTC-3"

5" -TCTTTGGACAAGAGAATCGAGCTGCGGTGCCGGTGC-3’

5" -TTGTTCGCCTCCGCCGTAGCCTTCCAGAATCTTCATC-3"

5’ -TCTTTGGACAAGAGAACCCTCGTGATCCGGAACG-3’

5’ -TTGTTCGCCTCCGCCTGTGGTCTTTCTGGATCTCC-3’

5’ -TCTTTGGACAAGAGAATCCCACTGGCCAGAACCG-3’

5’ -TTGTTCGCCTCCGCCTGGGGCCCTCTTGCTCCG-3"

5’ -TCTTTGGACAAGAGATTCCTGATGTTCAAGCAGG-3’

5’ -TTGTTCGCCTCCGCCCATGTTCTGCCGCCGCAGG-3’




Sequences of genes coding for ELR" and ELR" CXC chemokines fused to the N-terminus of a-agglutinin Aga2 protein
(Aga2p): N\CXCL-Aga2°©

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); flexible linker (Gs, 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-hCXCLI**""-Gs-c-myc-Aga2
ATG

GCCACCGAGCTGAGATGCCAGTGCCTGCAGACCCTGCAGGGCATCCACCCCAAGAACATCCAGAGCGTGAACGTGAAGTCCCCTGGCC
CCCACTGCGCCCAGACCGAAGTGATCGCCACCCTGAAGAACGGCCGGAAGGCCTGCCTGAACCCCGCCAGCCCCATCGTGAAGAAAATCATCGAGAAGATG
CTGAACAGCGACAAGAGCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCL2**""-Gs-c-myc-Aga2
ATG

GCCACAGAGCTGAGATGCCAGTGCCTCCAGACACTCCAGGGCATCCACCTGAAGAACATCCAGAGCGTGAAAGTGAAGTCCCCTGGCC
CCCACTGCGCCCAGACAGAAGTGATCGCCACCCTGAAGAATGGCCAGAAGGCCTGCCTGAACCCCGCCAGCCCTATGGTCAAGAAAATCATCGAGAAGATG
CTGAAGAACGGCAAGAGCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCL3**""-Gs-c-myc-Aga2
ATG

GTGACCGAGCTGAGATGCCAGTGCCTCCAGACACTCCAGGGCATCCACCTGAAGAACATCCAGAGCGTGAACGTGCGGAGCCCTGGCC
CTCATTGTGCCCAGACAGAAGTGATCGCCACCCTGAAGAATGGCAAGAAGGCCTGCCTGAACCCCGCCAGCCCTATGGTGCAGAAGATCATCGAGAAGATC
CTGAACAAGGGCAGCACCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG



TAA

pCHA-LS-hCXCL4** """ -Gs-c-myc-Aga2
ATG

GAGGCTGAAGAGGACGGCGATCTCCAGTGCCTGTGCGTGAAAACCACCAGCCAAGTGCGGCCCAGACACATCACCAGCCTGGAAGTGA

TCAAGGCCGGACCCCACTGTCCTACCGCCCAGCTGATTGCCACCCTGAAGAACGGCCGGAAGATCTGCCTGGACCTCCAGGCCCCCCTGTACAAGAAGATC
ATCAAGAAGCTGCTGGAAAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCL5""-G3-c-myc-Aga2
ATG

CTGCGCGAGCTGAGATGCGTGTGCCTGCAGACCACCCAGGGCGTGCACCCCAAGATGATCAGCAACCTCCAGGTGTTCGCCATCGGCC

CCCAGTGCAGCAAGGTGGAAGTGGTGGCCAGCCTGAAGAACGGCAAAGAGATCTGCCTGGACCCCGAGGCCCCATTCCTGAAGAAAGTGATCCAGAAGATC
CTGGACGGCGGCAACAAAGAGAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCL6"""-G3-c-myc-Aga2
ATG

CTGACCGAGCTGCGGTGCACCTGTCTGAGAGTGACCCTGCGCGTGAACCCCAAGACCATCGGCAAGCTCCAGGTGTTCCCTGCCGGCC

CTCAGTGCAGCAAGGTGGAAGTGGTGGCCAGCCTGAAAAACGGAAAACAAGTGTGCCTGGACCCCGAGGCCCCATTCCTGAAGAAAGTGATCCAGAAGATC
CTGGACAGCGGCAACAAGAAGAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA



pCHA-LS-hCXCL7*"?'-G3-c-myc-Aga2
ATG

GCCGAGCTGCGGTGCATGTGCATCAAGACCACCAGCGGAATCCACCCCAAGAATATCCAGTCCCTGGAAGTGATTGGCAAGGGCACCC

ACTGCAACCAGGTGGAAGTGATTGCCACACTGAAAGACGGCCGGAAGATCTGCCTGGACCCTGACGCCCCCAGAATCAAGAAAATCGTGCAGAAAAAGCTG
GGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCLS8*”’-G3-c-myc-Aga2
ATG

GCCAAAGAACTGCGGTGCCAGTGCATCAAGACCTACAGCAAGCCCTTCCACCCCAAGTTCATCAAAGAACTGAGAGTGATCGAGAGCG

GCCCTCACTGCGCCAACACCGAGATCATCGTGAAGCTGAGCGACGGCAGAGAGCTGTGCCTGGACCCCAAAGAAAACTGGGTGCAGCGGGTGGTGGAAAAG
TTCCTGAAGCGGGCCGAGAACAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCLY ' °-G3-c-myc-Aga2
ATG

ACCCCCGTCGTGCGGAAGGGCAGATGCAGCTGTATCAGCACCAACCAGGGCACCATCCATCTCCAGTCTCTGAAGGACCTGAAGCAGT
TCGCCCCCAGCCCCAGCTGCGAGAAGATCGAGATTATCGCCACACTGAAAAACGGGGTGCAGACCTGCCTGAACCCCGACAGCGCCGACGTGAAAGAACTG

ATCAAGAAATGGGAGAAACAGGTGTCCCAGAAGAAGAAGCAGAAGAACGGAAAGAAGCACCAGAAAAAGAAAGTGCTGAAAGTGCGGAAGTCCCAGCGGAG
CCGGCAGAAGAAAACCACAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-hCXCL107**-G3-c-myc-Aga2
ATG

GTGCCTCTGAGCAGAACCGTGCGGTGCACCTGTATCAGCATCAGCAACCAGCCCGTGAACCCCAGAAGCCTGGAAAAGCTGGAAATCA

TCCCCGCCAGCCAGTTCTGCCCCAGAGTGGAAATTATCGCCACCATGAAGAAGAAAGGCGAGAAGCGGTGCCTGAACCCCGAGAGCAAGGCCATCAAGAAC
CTGCTGAAGGCCGTGTCCAAAGAGCGGAGCAAGCGGAGCCCAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA



pCHA-LS-hCXCLI1?**-G3-c-myc-Aga2
ATG

TTCCCCATGTTCAAGCGGGGCAGATGCCTGTGCATCGGCCCTGGCGTGAAAGCCGTGAAGGTGGCCGATATCGAGAAGGCCAGCATCA

TGTACCCCAGCAACAACTGCGACAAGATCGAAGTGATCATCACCCTGAAAGAGAACAAGGGCCAGAGATGCCTGAATCCCAAGTCCAAGCAGGCCCGGCTG
ATCATCAAGAAGGTGGAACGGAAGAACTTCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-mCXCLI***°-G3-c-myc-Aga2
ATG

GCCAACGAGCTGCGGTGCCAGTGCCTGCAGACCATGGCCGGCATCCACCTGAAGAACATCCAGAGCCTGAAGGTGCTGCCCAGCGGCC

CTCACTGCACCCAGACCGAAGTGATCGCCACCCTGAAGAACGGCAGAGAGGCCTGCCTGGATCCCGAGGCCCCCCTGGTGCAGAAAATCGTGCAGAAAATG
CTGAAGGGCGTGCCCAAGGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA
pCHA-LS-mCXCL2"""'"-G3-c-myc-Aga2
ATG

GCCAGCGAGCTGCGGTGCCAGTGCCTGAAAACCCTGCCCCGGGTGGACTTCAAGAACATCCAGAGCCTGAGCGTGACCCCCCCTGGCC

CTCACTGTGCCCAGACCGAAGTGATCGCCACCCTGAAGGGCGGCCAGAAAGTGTGCCTGGACCCCGAGGCCCCCCTGGTGCAGAAGATCATCCAGAAGATC
CTGAACAAGGGCAAGGCCAACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-mCXCL3"""-G3-c-myc-Aga2
ATG

GCCTCTGAGCTGAGATGCCAGTGCCTGAACACCCTGCCCCGGGTGGACTTCGAGACAATCCAGAGCCTGACCGTGACCCCCCCTGGCC

CTCACTGTACCCAGACAGAAGTGATCGCCACCCTGAAGGACGGCCAGGAAGTGTGCCTGAATCCCCAGGGCCCCAGACTCCAGATCATCATCAAGAAGATC
CTGAAGTCCGGCAAGAGCAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA



pCHA-LS-mCXCL4*""'"-Gs-c-myc-Aga2
ATG

GTGACATCTGCCGGCCCTGAGGAAAGCGACGGCGATCTGTCTTGCGTGTGCGTGAAAACCATCAGCAGCGGCATCCACCTGAAGCACA
TCACCAGCCTGGAAGTGATCAAGGCCGGCAGGCACTGTGCCGTGCCTCAGCTGATTGCCACCCTGAAGAACGGCCGGAAGATCTGCCTGGACAGACAGGCC
CCCCTGTACAAGAAAGTGATTAAGAAGATCCTGGAAAGCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-mCXCL5***-G3-c-myc-Aga2
ATG

GCCACCGAGCTGAGATGCGTGTGCCTGACCGTGACCCCCAAGATCAACCCCAAGCTGATCGCCAACCTGGAAGTGATCCCTGCCGGCC

CTCAGTGCCCCACCGTGGAAGTGATTGCCAAGCTGAAGAACCAGAAAGAAGTGTGCCTGGACCCCGAGGCCCCCGTGATCAAGAAGATCATCCAGAAGATC
CTGGGCAGCGACAAGAAGAAAGCCGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-mCXCL7**'3-G3-c-myc-Aga2
ATG

ATCGAGCTGCGGTGCCGGTGCACCAACACCATCAGCGGCATCCCTTTCAACAGCATCAGCCTCGTGAACGTGTACAGACCCGGCGTGC

ACTGCGCCGACGTGGAAGTGATTGCTACACTGAAGAATGGGCAGAAAACCTGCCTGGACCCCAACGCCCCTGGCGTGAAGCGGATCGTGATGAAGATTCTG
GAAGGCTACGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA

pCHA-LS-mCXCLY**"*°-G3-c-myc-Aga2
ATG

ACCCTCGTGATCCGGAACGCCCGGTGCAGCTGTATCAGCACCAGCAGAGGCACCATCCACTACAAGAGCCTGAAGGATCTGAAGCAGT
TCGCCCCCAGCCCCAACTGCAACAAGACCGAGATTATCGCCACACTGAAAAACGGGGACCAGACCTGTCTGGACCCCGACAGCGCCAACGTGAAGAAACTG

ATGAAGGAATGGGAGAAGAAGATCAGCCAGAAGAAGAAGCAGAAGCGGGGCAAGAAACACCAGAAAAACATGAAGAACCGGAAGCCCAAGACCCCCCAGAG
CCGGCGGAGATCCAGAAAGACCACAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA



pCHA-LS-mCXCL107**-G3-c-myc-Aga2
ATG

ATCCCACTGGCCAGAACCGTGCGGTGCAACTGCATCCACATCGACGATGGCCCCGTGCGGATGAGAGCCATCGGCAAGCTGGAAATCA

TCCCCGCCAGCCTGAGCTGCCCCAGAGTGGAAATTATCGCCACCATGAAGAAGAACGACGAGCAGCGGTGCCTGAACCCCGAGAGCAAGACCATCAAGAAC
CTGATGAAGGCCTTTAGCCAGAAGCGGAGCAAGAGGGCCCCAGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA
pCHA-LS-mCXCLI1”""-G3-c-myc-Aga2
ATG

TTCCTGATGTTCAAGCAGGGCCGGTGCCTGTGCATCGGCCCTGGAATGAAGGCCGTGAAGATGGCCGAGATCGAGAAGGCCAGCGTGA
TCTACCCCAGCAACGGCTGCGACAAGGTGGAAGTGATCGTGACCATGAAGGCCCACAAGCGGCAGAGATGCCTGGACCCCAGATCCAAGCAGGCCCGGCTG
ATCATGCAGGCTATCGAGAAGAAGAATTTCCTGCGGCGGCAGAACATGGGCGGAGGCGAACAAAAGCTTATCTCCGAAGAAGACTTG

TAA



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

(Aga2p): N\CXCL-Aga2°©

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)s flexible linker (Gs, in black italic and underlined), the

c-myc tag (c-myc, in red bold) and the a-agglutinin Aga2 protein (Aga2p, in grey).

LS-hCXCLI*'"-Gs-c-myc-Aga2

LNSDKSNGGGEQKLISEEDLQ

LS-hCXCL2**'"_Gs-c-myc-Aga2

LKNGKSNGGGEQKLISEEDLQ

LS-hCXCL3**'"_Gs-c-myc-Aga2

LNKGSTNGGGEQKLISEEDLQ

LS-hCXCL4* " -Gs-c-myc-Aga2

IKKLLESGGGEQKLISEEDLQ

LS-hCXCL5"_Gs-c-myc-Aga2

LDGGNKENGGGEQKLISEEDLQ

ATELRCQCLQTLQGIHPKNIQSVNVKSPGPHCAQTEVIATLKNGRKACLNPASPIVKKIIEKM

ATELRCQCLQTLQGIHLKNIQSVKVKSPGPHCAQTEVIATLKNGQKACLNPASPMVKKIIEKM

VTELRCQCLQTLQGIHLKNIQSVNVRSPGPHCAQTEVIATLKNGKKACLNPASPMVQKIIEKI

EAEEDGDLQCLCVKTTSQVRPRHITSLEVIKAGPHCPTAQLIATLKNGRKICLDLQAPLYKKI

LRELRCVCLQTTQGVHPKMISNLQVFAIGPQCSKVEVVASLKNGKEICLDPEAPFLKKVIQKI



LS-hCXCL6*""-G3-c-myc-Aga2
LTELRCTCLRVTLRVNPKTIGKLQVFPAGPQCSKVEVVASLKNGKQVCLDPEAPFLKKVIQKI
LDSGNKKNGGGEQKLISEEDLQ -

LS-hCXCL7”"?'-G3-c-myc-Aga2
AELRCMCIKTTSGIHPKNIQSLEVIGKGTHCNQVEVIATLKDGRKICLDPDAPRIKKIVQKKL
GGGEQKLISEEDLQ -

LS-hCXCL8*”-Gs-c-myc-Aga2
AKELRCQCIKTYSKPFHPKFIKELRVIESGPHCANTEIIVKLSDGRELCLDPKENWVQRVVEK
FLKRAENS GGGEQKLISEEDLQ -

LS-hCXCLY"'°-Gs-c-myc-Aga2
TPVVRKGRCSCISTNQGTIHLQSLKDLKQFAPSPSCEKIEITIATLKNGVQTCLNPDSADVKEL
IKKWEKQVSQKKKQKNGKKHQKKKVLKVRKSQRSRQKKTT GGGEQKLISEEDLQ

LS-hCXCL10"*-G3-c-myc-Aga2
VPLSRTVRCTCISISNQPVNPRSLEKLEIIPASQFCPRVEIIATMKKKGEKRCLNPESKAIKN
LLKAVSKERSKRSPGGGEQKLISEEDLQ -

LS-hCXCLI1?***-G3-c-myc-Aga2
FPMFKRGRCLCIGPGVKAVKVADIEKASIMYPSNNCDKIEVIITLKENKGQRCLNPKSKQARL
IIKKVERKNFGGGEQKLISEEDLQ -

LS-mCXCLI***°-Gs-c-myc-Aga2
ANELRCQCLQTMAGIHLKNIQSLKVLPSGPHCTQTEVIATLKNGREACLDPEAPLVQKIVQKM
LKGVPKGGGEQKLISEEDLQ -



LS-mCXCL2’"""-Gs-c-myc-Aga2
ASELRCQCLKTLPRVDFKNIQSLSVTPPGPHCAQTEVIATLKGGQKVCLDPEAPLVQKIIQKI
LNKGKANGGGEQKLISEEDLQ -

LS-mCXCL3""'"-Gs-c-myc-Aga2
ASELRCQCLNTLPRVDFETIQSLTVTPPGPHCTQTEVIATLKDGQEVCLNPQGPRLQIIIKKI
LKSGKSSGGGEQKLISEEDLQ -

LS-mCXCL4""-Gs-c-myc-Aga2
VTSAGPEESDGDLSCVCVKTISSGIHLKHITSLEVIKAGRHCAVPQLIATLKNGRKICLDRQA
PLYKKVIKKILESGGGEQKLISEEDLQ -

LS-mCXCL5*""*_Gs-c-myc-Aga2
ATELRCVCLTVTPKINPKLIANLEVIPAGPQCPTVEVIAKLKNQKEVCLDPEAPVIKKIIQKI
LGSDKKKAGGGEQKLISEEDLQ -

LS-mCXCL7**'P-Gs-c-myc-Aga2
IELRCRCTNTISGIPFNSISLVNVYRPGVHCADVEVIATLKNGQKTCLDPNAPGVKRIVMKIL
EGYGGGEQKLISEEDLQ -

LS-mCXCL9**"*°-Gs-c-myc-Aga2
TLVIRNARCSCISTSRGTIHYKSLKDLKQFAPSPNCNKTEIIATLKNGDQTCLDPDSANVKKL
MKEWEKKI SQKKKQKRGKKHQKNMKNRKPKTPQSRRRSRKTT GGGEQKLISEEDLQ

LS-mCXCL10**-Gs-c-myc-Aga2
IPLARTVRCNCIHIDDGPVRMRAIGKLEIIPASLSCPRVEIIATMKKNDEQRCLNPESKTIKN
LMKAFSQKRSKRAPGGGEQKLISEEDLQ -



LS-mCXCLI11I”*""-G3-c-myc-Aga2
FLMFKQGRCLCIGPGMKAVKMAEIEKASVIYPSNGCDKVEVIVTMKAHKRQRCLDPRSKQARL
IMQAIEKKNFLRRONMGGGEQKLISEEDLQ -



