A E [Alignment of nucleotide acid sequences for Cysifatin 11 alternate transcripts
20 40 60 80 100 120
CST11 TCTCCCCACAGGTCATTGGGCTGCAGCTCGAGAGCCAGGAGGACAGCCGTGCGTGTCAGCTGCCTGGGCTGCCTTAAACCCACCAGGCAGCCCAGCCCTGCGGGGGCTTCCTCCCCAGCT
> 40+ CSTI1IA TCGAGAGCCAGGAGGACAGCCGTGCGTGTCAGCTGCCTGGGCTGCCTTAAACCCACCAGGCAGCCCAGCCCTGCGGGGGCTTCCTCCCCAGCT
"é 121 140 160 180 290 220 240
[} 304 CST11 GAGCAGCCATGGCCAGACCCCAGCAGGGCCCCCGGCTGCTGCTGGCCATCGTAGGGGCCCTGGTGGCCCTCAGCTACCARACAAAGAAGAAGAGCTTCATCCACGTCCAGGAGCTGCCCG
E CST11A GAGCAGCCATGGCCAGACCCCAGCAGGGCCCCCGGCTGCTGCTGGCCATCGTAGGGGCCCTGGTGGCCCTCAGCTACC%CAAAGAAGAAGAGCTTCATCCACGTCCAGGAGCTGCCCG
= Reverse
5 20 241 260 280 390 320 340 360
: CST11l [TGTCAGATCCTTTCCTGGTCACCACCCTGEATTTTGT GAGTAAGGAGTTCAACAAGAAGAGTGAGGACAAGTACAATTTCCGGATCGTGCGTGTCCTTAAGGCCGTGCAAGTGETGACCA
oo 10_ CST11A TGTCAGATCCTTTCGTGGTCACCACCCTGGATTTT TGACCA
o 61 380 400 420 440 460 480
CST11 ACCACTTAGAGTACCGCCTGAACCTGGAGATGCAGAGGACCGTCTGCCCCAAGGCAGAGAGGAACAACTGCACCTTCCAGGAAGGGGAGCTGTACAAGAAARATCGATTGCTTCTTCTCAG
= CST11A ACCACTTAGAGTACCGCCTGAACCTGGAGATGCAGAGGACCGTCTGCCCCAAGGCA CAACTGCACCTTCCAGGAA TGTACAA AATCGATTGCTTCTTCTCAG
TVEO 1 2 34 56 789VD —forara —
B CST114 481 500 520 540 560 580 600

i T i
CST11 TGTTTGCTGTCCCCTGGTTTGAAAAGTATAAAATTCTGACCAAAAACTGCACCGATGGCTAGGTGTCCCGGAGCTCGGCGGGCAGTCACCGTGTGTACAAGTGTCCTGCACCAAGAAGGG
CST11A TGTTTGCTGTCCCCTGGTTTGAAAAGTATAAAATTCTGACCAAAAACTGCACCGATGGCTAGGTGTCCCGGAGCTCGGCGGGCAGTCACCGTGTGTACAAGTGTCCTGCACCAAGAAGGG

2.50 01 620 6?0

%) CST11 GCTCTCCATGTAAAAAAATAAATGTTAGTCAGTTTCTTCTCTTARA------—-

% 407 CST11A GCTCTCCATGTAAAAAAATAAATGTTAGTCAGTTTCTTCTCTTAAAARARRAAR
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5 207 F [Alignment of acid amino sequences for Cystatin 11 isoforms

S t 20 40 0

°* 101 hCST11 EYHERIER = HFEQYKIENKSESSD

sCST11 FMARPOOGPRLLLAIVGALVALSYQTKKKSFTHVOELPVSDPEVVTITLDEVSKEFNKKS EDRKYNFRIVRVLK, LT EKYKILTKNCTDG

- hCST11A MMAEPWOALQLLLAILLTLMALPYOARKKTFLSVHEVMAVENYAKDSLOWI TDOYNKESDDRYHAFRIFRVEKVORO: QUNCFFSVFAVPWFEQYKILNKSCSSD

TVEO 1 2 34 56 789VD SCST11A FMARBOQGPRLLLAIVGALVALSYQTKKKSETHVOELPVSDPEVVTTLDEL TNHLEERINLEMORTVCPRAERNNCT FOECEL YRR ] DCFESVEAVEIFEK YKILTKNCTDG

Eq627821 G[Alignment of nucleotide acid sequences for Eg627827 alternate transcriptsl
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% 50 Eg627821 GGAATCTGGGAGAAGAGTGGGTGACCAGAGTCCTGTGTGTCCTGGAAGGAGATCETCCACCCCAAGTCCCEECCCCGCCATGCACACATCAGGGCCCCTTTCCAAGATGCTCCTGETCAT
g Eg627821A AGATCGTCCACCCCAAGTCCCGGCCCCGCCATGCACACATCAGGGCCCCTTTGGAAGATGCTCCTGCTGAT
€ 401 j21 140 160 180 200 220 240
T Eg627821 TCTGTCTTTCCTGGGACTGGCAGGAGCCTGCATTCCCAGGGAAGTCGCCACAGAAGAARAAATCARATTGCTGAAAGGAATCGTGGGAATGATGAGCAGGCTCTCTTCAGATGGTCTCAG
"6 301 Eg627821A TCTGTCTTTCCTGGGACTGGCAGGAGCCTGCATTCCCAGGGAAGTCGCCACA G AAATCAAATTGCTG. GGAATCGTGGGAATGATGAGCAGGCTCTCTTCAGATG-~--—--—
5 20 %41 2(}0 2§O BEIJO 32|0 3?10 3§O
o Eg627821 ACTCAGTGGCAATCCCTTCAAGAGGCCTTCCCTGGCACCCCCACAAGATAGGACCGAR AGATCAAAATATTGAAACAGATCCTAGGTTTGCTGAGCCTGCAGGTGTTAAATGAAGA
°7 01 Eg627821A ATAGGACCGAAGAAGAGATCAAAATATTGARACAGATCCTAGGTTTGCTGAGCCTGCAGGTGTTAAATGARGA

—_——

Forward
?61 3%0 4PO 4%0 440 4{)0 4?0

TVEO 1 2 34 5 6 789VD Eg627821 AACAAATGGCTGCAAGGAAGAAGTGAAGTTTCTCCCAACCCCCATCCCGACCAAGAAGCCACTGAAGAAAAGAACCAGATGGAGCTCCTTGAGATGCGTCTACATGATCCTCACCTTCTT
D Eq6278214 Eg627821A AACAAATGGCTGCAAGGAAGAAGTGAAGTTTCTCCCAACCCCCATCCCGACCAAGAAGCCACTGAAGAARAGAACCAGATGGAGCTCCTTGAGATGCGTCTACATGATCCTCACCTTCTT
- = Reverse
[ ™ T S | 481 500 2 4 560 580 600
60+ Eg627821 GITCGIGICCTACAACAAAGGCGACTGG AAGTGACCCCTGCTGTGCTTTCTAGCAGCCCTGCTGCACCTCCACTCCGCCGTIC
> Eg6276214 SHNOCCICOIACANGRANCCOCABIICE TG TACTGCCAT TACTCTAACCCAGAAGTGGACAC LA CRNGICAC OO IO I TG TGO ACOC IO C oA ETCoRaTCECeaans
g 504 Forward
Q §01 62|0 6?10 6?0 6§O 790 7I20
€ 404 Eg627821 ACAACTCCTCCGTCTCCCAGGCAGACAGTCTCACCTCTCCGAGAARACTCTGTCCCCTAGATGACCGATTTGGAGGGTAACGCGTTGGGTCCTTTGAGGAATAGCGCCTGTCTGCTCAGA
= Eg627821A ACAACTCCTCCGTCTCCCAGGCAGACAGTCTCACCTCTCCGAGAARACTCTGTCCCCTAGATGACCGATTTGGAGGGTAACGCGTTGGGTCCTTTGAGGARTAGCGCCTGTCTGCTCAGA
§30 721 74}0 7|60 7§0 8?0 8?0 8?0
5 20 Eg627821 AGCGTGGCANGAAGGTGTCTCTGAGAAGATGCGNCCAGAGAGTCACTNGAGCAGCCTCTGCAGGGGTGCTCCCCACACCTCCTCTTTAGCTTTCT-CACACTTCCCGCCGTAGCCGTAAT
2 Eg627821A GGCGTGGCAGGAAGGTGTCTCTGAGAAGATGCGCCCAGAGAGTCACTGAGCCAGCCTCTGCAGGGGTGCTCCCCACACCTCCTCTTAAGCTTTCTNCACACTTNCCGCCGTAGCCGTAAT
104 Reverse
841
- EQ627821 AAAATGIGCACTTIGIIGCG

TVEO 1 2 34 56 789VD Eg627821A AAAATGTGCATTTGTT- -



