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Fig. S1 Sequence alignment of G. gallus GULO cDNA after cloning into the pBES expression vector and the full-length GULO cDNA of G. gallus (accession no. XM_015285218) published on the GenBank database (a). Structural analyses of the amino acid sequences of GULO protein in G. gallus revealed that the whole protein had a molecular weight and an isoelectric point (pI) of 50.5 kDa and 7.96, respectively (b).
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53 Frame 1

Forward primer

57~ ARGCTTGGATCCATGETTCACGECCARGGASG-3"

AAGCTTGEATCCATGGTTCACGGCCARSGAGGATTCAAGTICCAGAACTGRGCCAAGACE
ATGGTTCACGGCCARSGASGATTCAAGTICCAGAACTGEGCCAAGACG
TATGECTCTTCCOCAGASCTGTACTTCCAGCCCACCTCAGT GGAGGAGATCCGREAGATC
TATGECTCTTCCOCAGASCTETACTTCCAGCCCACCTCAGT GGAGGARATCCGEEAGRTC
CTGEATATGGCCCRGCAGAGIAACAAGAGGSTGAAGGTGETGRRGEGCGACCACTCRICT
CTGRATATGGCCCRGCAGAGIAACAAGAGGSTGAAGGT GETGRSGEGCGACCACTCGOCC
TCTGACATCGCCTGCACTGATGACTTCAT GATCCAGATGGGAAGATGARCARGETCCTC
TCTGACATCGCCTGCACTGATGACTTCAT GAT CCAGATGGGAAGATGARCARGETCCTC
AAGGTGGACAAGGAGARSCAGCAGGTGACGET GGAAGETGREATCTTCCTCTCGEATCTG
AAGGTGGACAAGGAGARSCAGCAGGTGACGGT GRAAGETGRGATCTTCCTCICRRATCTG
GACETGEAGCTGASCAAGCACGECTGGCACTGRCCAACTTAGGAGCCGTTTCIGAGSTG
AACGTGGAGCTGAGCARSCACGGGCTGECACTGRCCAACTTAGGAGCCGTTTCTEAGETG
GCAGCASCTGSTGTGATTGGGACAGEGACGCACAACACTGSGAT CARGCATGECATCCTC
GCAGCASCTGSTGIGATTGGGACAGEGACGCACAACACTGSGAT CARGCATGECATOCTC
CCCACCCAGGTTETAGGECTCTCACT GCTGACASCCTCAGSGEACATCCTGGASTECTCE
CCCACCCAGTTETAGGGCTCTCACT GCTGACASCCTCAGIGEACATCCTGGAGTECTCE
GAGTCCATCAATGCAGATATCTICCAGGCTGCCCGCCTGEACCTTEGCTGCCTEGETGTT
GAGTCCATCAATGCAGATATCTICCAGGCTGCCCGCCTGEACCT TEGCTGCCTGRETGTT
GTECTCACCGTCACCTTCCASTECGTGOCCCAGTTCCACCT GEATGAGGTEACCTTICCA
GTECTCACCGTCACCTTCCAGTECGTGCCCCAGTTCCACCT GEACGAGGTEACCT TICCA
TCCACOCTCACTGAGGTCCTCART CACCT TGATGACCACCT ARAGAGAT CCCRATACTTC
TCCACCCTCACTGAGGTCCTCART CACCTTGATGACCACCT ARAGAGAT CCCARTACTTC
CGATTCCTGIGGTITCCACACAGTGAGAACSTCACT GTCATCTACCAGGACCCCACTAAC
CGATTCCTGTGGTICCCACACAGTGAGAACSTCACTGTCATCTACCAGGACCCCACCAAC
AAGCCOCCCTCTTCCTOCGCTARCTGETTTTGGGATTATGCTGTTGEETACTACTTGCTG
AAGCCOCCCTCTTCCTCCGCTARCTGETTTTGGGATTATGCTGTTGEETACTACTTECTG
GAGTTICTCCICTGGATCAGCACCTTOGTGCCCAGCTTGETGTGCTGGATCAACCECTTC
GAGTTICTCCICTGGATCAGCACCTTORTGCCCAGCTTGRTGTGCTGRATCAACCECTTC
TICTTCIGECTCCTCTTCAGCTOCCGGET GGAGARCATCAATGTCAGCTACARGATCTTC
TICTTCTGECTTCTCTTCAGCTOCCGGGT GGAGAACATCAATGTCAGCTACARGATCTTC
AACTACGAGTGTOGCTTCARGCAGCATETGCARGACTEGGCCATTCCCATT GAGAAGACA
AACTACGAGTGCOGCTTCARGCAGCATCT GCARGACTEGGCCATCCOCATT GAGRAGACA
AAGGAAGCACTGCTGGASCTGAAGECTGCOCTGGAGAACAACOCCARGATGETGECOCAC
AAGGAAGCACTGCTGGASCTGARGECTGCOCTGGAGAACAACCCCARGATGETGECOCAC
TACCCTGTGGAGGTGCGCTTTGCTCGASCGRATGAGATCTGECTGAGCCCTGCTTCCAG
TACCCTGTGGAGGTGCGCTTTGCTCGASCGRATGAGATCTGECTGAGCCOCTGCTTOCAG
AGGGACAGCTGCTACATGAACATCATCATGTACAGGCCCTATGGEARSARCGTGCCCCGE
AGGGACAGCTGCTACATGAACATCATCATGTACAGGOCCTATGGGARSAACGTGCCCGE
CTAACTACTGGCTGACCTACGASGECAT CATGAAGAAGTATGETGGGAGACCACACTGE
CTGAACTACTGGCTGACCTACGASGECAT AT GAAGAAGTATGETGGGAGACCACACTGE
GCARAGECCCACASCTGCACCCGCARGEATTTTGAGAAGAT GTATCOSGCCTICCCCARA
GCAAAGECCCACASCTGCACCCGCARGEATTTIGAGAAGAT GTATCOSGCCTTOCCCARA
TICTGCTCCGTCOGGGATARGCTGRACCCTACAGGGATGTICCTGARCACCTATCTGRAR
TICTGCTCCGTCOGGEGATARGCTGRACCCTACAGGGATGTICCTGARCACCTATCTGRAR

3-TecaA

AAGGTGTTCTACCTCGASARGCTT

AAGGTGTTCTACTGA-

AAGETGTTCTACCICGASARGCTT-S"
Reverse primer

MVHGQGGEKE QN AKTYGS S PE L Y QTS VEE I RE T OMARQRNKRVKVVGGGHS PSDTACTDDEMIQUGKMNKVLKVDKEKQQVTVEGGTFLSDLOVE
LSKHGLALANLGAVSEVAAAGY I GTGTHN TG IKHGT LPTQVVGLSLLTASGD LECSE S TNADT FQRARLHLGCLGVVLTVIFQCVPQFHLHEVTERST
LTEVLNHLDDHLKRSQY FRE LHF PHSENVTV IYQDPTNKPPSSSANWEWDYAVGY YLLEFLLWI STEVPSLVCHINREFFWLLESSRVENINVSYKIEN
YECREKQHVODAAT PIEKTKEALLELKAALENNPKMVAHY PVEVR FARADE TWLSPCFQRDSCYMNT IMYR P YGKNVERLNYWLTYEGTMKKYGGREHH.

AKAHSCTRKDFEKMYPAFPKECSVRDKLDPTGHEINTYLEKVEY -

Theoretical pI/Mw: 7.96/ 50497.19 (http:

web.expasy.org/translate/)




