Supplementary Figure S2. Latex clearing protein (Icp) amino acid sequence alignment of the 18 clear zone
forming strains to determine the 13-residue long highly conserved region.
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Nonomuraea sp. AC03182 TRLVHRAVRHLL
Nonomuraea sp. AC03285 TRLVHAAVRHLL
Streptomyces sp. ACO04842 GDLLRPVLRTDV
Streptomyces sp. AC00383 TRMVHARVRELL

PCSPYWAAVAD-EEIPISCRDMMVTWHSLPTTVMCRELT
PCSPYWPCVAD-EEIPISCRDMMVTWHSLPTTVMCELV
————————————————————— MMVTWHNLPTTVMCEKLT
CRSPYWCCSAD-EEIPISCADMMVTWHSLPTTVMETLQ
PCSAPWRGVTD-HPIPISNGDILITFHSLGTYVHRELL
PCSAPWRGVTD-HPIPISNGDILITFHSLGTYVHRELL
PCSAEPWRGVTD-HPIPISNGDILITFHSLGTYVHRELL
PCSAPWRGVTD-HPIPISNGDILITFHSLGTYVHRELL
PCSAPWRGVTD-HPIPISNGDILITFHSLGTYVHRELL
PESPYWCRSAD-EEIPISCADMMVTWHSLPTTVMERTLQ
PESPYWCKSAD-EETIPISCADMMVTWHSLPTTVMETLQ
PRSPYWCRSAD-EEIPISCADMMVTWHSLPTTVMERTLQ
PRSPYWCRSAD-EEIPISCADMMVTWHSLPTTVMERTLQ
PESPYWCRSAD-EEIPISCADMMVTWHSLPTTVMERTLQ
PCSPYWPCVAD-EETPISCRDMMVTWHSLPTTVMCRLV
PCSPYWSCVAD-EEIPISCRDMMVTWHSLPTTVMCRELV
EFEIERAVRRDVLGATLRLTPRALALAVEDGVVTLTGRLE
PCSPGWRCVSGGCTVPISCADILVTWHSLATYAMRELR




