
ACAACTCCTCCGTCTCCCAGGCAGACAGTCTCACCTCTCCGAGAAAACTCTGTCCCCTAGATGACCGATTTGGAGGGTAACGCGTTGGGTCCTTTGAGGAATAGCGCCTGTCTGCTCAGA
ACAACTCCTCCGTCTCCCAGGCAGACAGTCTCACCTCTCCGAGAAAACTCTGTCCCCTAGATGACCGATTTGGAGGGTAACGCGTTGGGTCCTTTGAGGAATAGCGCCTGTCTGCTCAGA

GTTCGTGTCCTACAACAAAGGCGACTGG--------------------------------------AAGTGACCCCTGCTGTGCTTTCTAGCAGCCCTGCTGCACCTCCACTCCGCCGTC
GTTCGTGTCCTACAACAAAGGCGACTGGTGTTACTGCCATTACTGTAACCCAGAAGTGGACACCAGAAGTGACCCCTGCTGTGCTTTCTAGCAGCCCTGCTGCACCTCCACTCCGCCGTC

ACTCAGTGGCAATCCCTTCAAGAGGCCTTCCCTGGCACCCCCACAAGATAGGACCGAAGAAGAGATCAAAATATTGAAACAGATCCTAGGTTTGCTGAGCCTGCAGGTGTTAAATGAAGA
-----------------------------------------------ATAGGACCGAAGAAGAGATCAAAATATTGAAACAGATCCTAGGTTTGCTGAGCCTGCAGGTGTTAAATGAAGA

TCTGTCTTTCCTGGGACTGGCAGGAGCCTGCATTCCCAGGGAAGTCGCCACAGAAGAAAAAATCAAATTGCTGAAAGGAATCGTGGGAATGATGAGCAGGCTCTCTTCAGATGGTCTCAG
TCTGTCTTTCCTGGGACTGGCAGGAGCCTGCATTCCCAGGGAAGTCGCCACAGAAGAAAAAATCAAATTGCTGAAAGGAATCGTGGGAATGATGAGCAGGCTCTCTTCAGATG-------

TCTCCCCACAGGTCATTGGGCTGCAGCTCGAGAGCCAGGAGGACAGCCGTGCGTGTCAGCTGCCTGGGCTGCCTTAAACCCACCAGGCAGCCCAGCCCTGCGGGGGCTTCCTCCCCAGCT
---------------------------TCGAGAGCCAGGAGGACAGCCGTGCGTGTCAGCTGCCTGGGCTGCCTTAAACCCACCAGGCAGCCCAGCCCTGCGGGGGCTTCCTCCCCAGCT

GAGCAGCCATGGCCAGACCCCAGCAGGGCCCCCGGCTGCTGCTGGCCATCGTAGGGGCCCTGGTGGCCCTCAGCTACCAAACAAAGAAGAAGAGCTTCATCCACGTCCAGGAGCTGCCCG
GAGCAGCCATGGCCAGACCCCAGCAGGGCCCCCGGCTGCTGCTGGCCATCGTAGGGGCCCTGGTGGCCCTCAGCTACCAAACAAAGAAGAAGAGCTTCATCCACGTCCAGGAGCTGCCCG

ACCACTTAGAGTACCGCCTGAACCTGGAGATGCAGAGGACCGTCTGCCCCAAGGCAGAGAGGAACAACTGCACCTTCCAGGAAGGGGAGCTGTACAAGAAAATCGATTGCTTCTTCTCAG
ACCACTTAGAGTACCGCCTGAACCTGGAGATGCAGAGGACCGTCTGCCCCAAGGCAGAGAGGAACAACTGCACCTTCCAGGAAGGGGAGCTGTACAAGAAAATCGATTGCTTCTTCTCAG

TGTTTGCTGTCCCCTGGTTTGAAAAGTATAAAATTCTGACCAAAAACTGCACCGATGGCTAGGTGTCCCGGAGCTCGGCGGGCAGTCACCGTGTGTACAAGTGTCCTGCACCAAGAAGGG
TGTTTGCTGTCCCCTGGTTTGAAAAGTATAAAATTCTGACCAAAAACTGCACCGATGGCTAGGTGTCCCGGAGCTCGGCGGGCAGTCACCGTGTGTACAAGTGTCCTGCACCAAGAAGGG
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361 380 400 460 480420 440

Forward
481 500 520 580 600540 560

601 620 640

CST11
CST11

hCST11

hCST11D
sCST11D

sCST11

GCTCTCCATGTAAAAAAATAAATGTTAGTCAGTTTCTTCTCTTAAA--------
GCTCTCCATGTAAAAAAATAAATGTTAGTCAGTTTCTTCTCTTAAAAAAAAAAA

TGTCAGATCCTTTCGTGGTCACCACCCTGGATTTTGTGAGTAAGGAGTTCAACAAGAAGAGTGAGGACAAGTACAATTTCCGGATCGTGCGTGTCCTTAAGGCCGTGCAAGTGCTGACCA
TGTCAGATCCTTTCGTGGTCACCACCCTGGATTTT------------------------------------------------------------------------------CTGACCA

1 20 40 60 80 100 120

AACAAATGGCTGCAAGGAAGAAGTGAAGTTTCTCCCAACCCCCATCCCGACCAAGAAGCCACTGAAGAAAAGAACCAGATGGAGCTCCTTGAGATGCGTCTACATGATCCTCACCTTCTT
AACAAATGGCTGCAAGGAAGAAGTGAAGTTTCTCCCAACCCCCATCCCGACCAAGAAGCCACTGAAGAAAAGAACCAGATGGAGCTCCTTGAGATGCGTCTACATGATCCTCACCTTCTT

1 20 40 60 80 100 120

121 140 160 220 240180

Forward

200

241 260 280 340 360300 320

361 380 400 460 480420 440

Reverse
481 500 520 580 600540 560

601 620 640 700 720660 680
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AGCGTGGCANGAAGGTGTCTCTGAGAAGATGCGNCCAGAGAGTCACTNGAGCAGCCTCTGCAGGGGTGCTCCCCACACCTCCTCTTTAGCTTTCT-CACACTTCCCGCCGTAGCCGTAAT
GGCGTGGCAGGAAGGTGTCTCTGAGAAGATGCGCCCAGAGAGTCACTGAGCCAGCCTCTGCAGGGGTGCTCCCCACACCTCCTCTTAAGCTTTCTNCACACTTNCCGCCGTAGCCGTAAT
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Forward

Reverse

GGAATCTGGGAGAAGAGTGGGTGACCAGAGTCCTGTGTGTCCTGGAAGGAGATCGTCCACCCCAAGTCCCGGCCCCGCCATGCACACATCAGGGCCCCTTTGGAAGATGCTCCTGCTGAT
------------------------------------------------GAGATCGTCCACCCCAAGTCCCGGCCCCGCCATGCACACATCAGGGCCCCTTTGGAAGATGCTCCTGCTGAT

AAAATGTGCACTTGTTGG
AAAATGTGCATTTGTT--
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E Alignment of nucleotide acid sequences for Cystatin 11 alternate transcripts
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F Alignment of acid amino sequences for Cystatin 11 isoforms

G Alignment of nucleotide acid sequences for Eg627821 alternate transcripts


